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S % ; HUMAN GENES AND GENE EXPRESSION PRODUCTS 

Cross-Reference to Related Application ■ : 

Ths application claims the benefit of earlier-filed U.S. provisional application serial no. 
• 5 60/226,326, filed August 16, 2000, which application is incorporated herein by reference in its 

entirety. . : - ._ ' y' v . \V.""-'" V." • ' '. ' . ' 

: Field of the Invention -•• 

. The present invention relates to polynucleotides of human origin, particularly in human colon, 
. breast, prostate, and/or lung tissue, and the encoded gene products. V ? • 

10 Background of the Invention ; - 

Identification of novel polynucleotides, particularly those that encode an expressed gene 
product, is important in the advancement of drug discovery, diagnostic technologies, and the 
understanding of the progression and nature of complex diseases such as cancer. Identification of ; 
genes expressed in different cell types isolated from sources that differ in disease state or stage, 
1 5 developmental stage, exposure to various environmental factors, the tissue of origin, the species from 
which the tissue was isolated, and the like is key to identifying the genetic factors that are responsible 
for the phenotypes associated with these various differences. 

This invention provides novel human polynucleotides, the polypeptides encoded by these 
polynucleotides, and the genes and proteins corresponding to these novel polynucleotides. 
20 Summary of the Invention . - 

This invention relates to novel human polynucleotides and variants thereof, their encoded 
polypeptides and variants thereof, to genes corresponding to these polynucleotides and to proteins 
expressed by the genes. The invention also relates to diagnostics and therapeutics comprising such 
novel human polynucleotides, their corresponding genes or gene products, including probes, antisense 
25 nucleotides, and antibodies. The polynucleotides of the invention correspond to a polynucleotide 
comprising the sequence information of at least one of SEQ ID NOS: 1-60 10. 

Various aspects and embodiments of the invention will be readily apparent to the ordinarily 
skilled artisan upon reading the description provided herein. 
: Detailed Description of the Invention _•'..">,.:: 
30 : .- • Before the present invention is described, it is to be understood that this invention is not 

limited to particular embodiments described, as such may, of course, vary. It is also to be understood 
that the terminology used herein is for the purpose of describing particular embodiments only, and is 
not intended to be limiting. ; ' •. ' v . ' ; 



Unless defined otherwise, all technical and scientific terms used herein have the same meaning 
as commonly understood by one of ordinary skill in the art to which this invention belongs. Although 
any methods and materials similar or equivalent to those described herein can be used in the practice or 
testing of the present invention, the preferred methods and materials are now described. 

All publications and patent applications cited in this specification are herein incorporated by- 
reference as if each individual publication or patent application were specifically and individually 
indicated to be incorporated by reference. The citation of any publication is for its disclosure prior to 
the filing date and should not be construed as an admission that the present invention is not entitled Co 
antedate such publication by virtue of prior invention. 

It must be noted that as used herein and in the appended claims, the singular forms "a," "and," 
and "the" include .plural referents unless the context clearly, dictates otherwise. Thus, for example, 
reference to "a polynucleotide" includes a plurality of such polynucleotides and reference to "the colon 
cancer cell" includes reference to one or more cells and equivalents thereof known to those skilled in . 
the art, and so forth. „ 

The publications and applications discussed herein are provided solely for their disclosure 
prior to the filing date of the present application. Nothing herein is to be construed as an admission 
that the present invention is not entitled to antedate such publication by virtue of prior invention. 
Further, the dates of publication provided may be different from the actual publication dates which may 
need to be independently confirmed. ' 
Definitions 

The terms "polynucleotide" and "nucleic acid," used interchangeably herein, refer to a 
polymeric forms of nucleotides of any length, either ribonucleotides or deoxynucleotides. Thus, these ; 
terms include, but are not limited to, single-, double-, or multi-stranded DNA or RNA, genomic DNA, 
cPN^'DNA"^^'^ 9 ^^ branched nucleic acid (see, e.g. , U.S. Pat. Nos. 5; 124,246; 5,710,264; and 
5,849,481) , or a polymer comprising purine and pyrimidine bases or other natural, chemically or 
biochemically modified, non-natural, or derivatized nucleotide bases. These terms furhter include, but 
are not limited to, mRNA or cDN A that comprise intronic sequences (see, e.g., Niwa et al. (1999) Cell 
99(7):69 1-702). The backbone of the polynucleotide can comprise sugars and phosphate groups (as 
may typically be found in RNA or DNA), or modified or substituted sugar or phosphate groups. 
Alternatively, the backbone of the polynucleotide can comprise a polymer of synthetic subunits such as 
phosphoramidites and thus can be an oligodeoxynuclepside phosphoramidate or a mixed 
phosphoramidate-phosphodiester oligomer. Peytottes et al. (1996) Nucl. Acids Res. 24:1841-1848; 
Chaturvedi et al. (1996) Nucl. Acids Res. 24:23 18-2323. A polynuclotide may comprise modified 
nucleotides, such as methylated nucleotides and nucleotide analogs, uracyl, other sugars, and linking 



groups such as fluororibose and thioate, and nucleotide branches. The sequence of nucleotides may be 
interrupted by npn-nucleotide components. A polynucleotide may be further modified after 
polymerization, such as by conjugation with a labeling component. Other types of modifications 
included in this definition are caps, substitution of one or more of the naturally occurring nucleotides 
5 with an analog, and introduction of means for attaching the polynucleotide to proteins, metal ions, 
labeling components, other polynucleotides, or a solid support. 

The terms "polypeptide" and "protein," used interchangebly herein, refer to a polymeric form 
of amino acids of any length, which can include coded and non-coded amino acids, chemically or 
biochemically modified or dcrivatized amino acids, and polypeptides having modified peptide 
10 backbones. The term includes fusion proteins, including, but not limited to, fusion proteins with a 
heterologous amino acid sequence, fusions with heterologous and homologous leader sequences, with 
or without N-terminal methionine residues; immunologically tagged proteins; and the like. 

"Diagnosis" as used herein generally includes determination of a subject's susceptibility to a 
disease or disorder, determination as to whether a subject is presently affected by a disease or disorder, 
15 prognosis of a subject affected by a disease or disorder (e.g., identification of pre-metastatic or 

metastatic cancerous states, stages of cancer, or responsiveness of cancer to therapy), and therametrics 
(e.g. , monitoring a subject's condition to provide information as to the effect or efficacy of therapy). 

"Sample" or "biological sample" as used herein encompasses a variety of sample types, and are 
generally meant to refer to samples of biological fluids or tissues, particularly samples obtained from 
20 tissues, especially from cells of the type associated with a disease or condition for which a diagnostic 
application is designed (e.g., ductal adenocarcinoma), and the like. "Sample" or "biological sample" 
are meant to encompass blood and other liquid samples of biological origin, solid tissue samples, such 
as a biopsy specimen or tissue cultures or cells derived therefrom and the progeny thereof. These terms 
encompass samples that have been manipulated in any way after their procurement as well as 
25 derivatives and fractions of samples, where the samples may be maniuplated by, for example, treatment 
with reagents, solubilization, or enrichment for certain components. The terms also encompass clinical 
samples, and also includes cells in cell culture, cell supernatants, cell lysates, serum, plasma, biological 
fluids, and tissue samples. Where the sample is solid tissue, the cells of the tissue can be dissociated or 
tissue sections can be analyzed. 
30 The terms "treatment," "treating," "treat" and the like are used herein to generally refer to 

obtaining a desired pharmacologic and/or physiologic effect. The effect may be prophylactic in terms 
of completely or partially preventing a disease or symptom thereof and/or may be therapeutic in terms 
of a partial or complete stabilization or cure for a disease and/or adverse effect attributable to the 
disease. "Treatment" as used herein covers any treatment of a disease in a mammal, particularly a 



Human, and includes: (a) preventing the disease or symptom from occurring in a subject which may be 
predisposed to the disease or symptom but has not yet been diagnosed as having it; (b) inhibiting die 
. disease symptom, i.e., arresting its development; or relieving the disease symptom, i.e., causing 
regression of the disease or symptom. 

.. The terms "individual," "subject," "host," and "patient," used interchangeably herein and refer 
to any mammalian subject for whom diagnosis, treatment, or therapy is desired, particularly humans. 
. Other subjects may include cattle, dogs, cats, guinea pigs, rabbits, rats, mice, horses, and so on. 

As used herein the term "isolated" refers to a polynucleotide, a polypeptide, an antibody, or a 
host cell that is in an environment different from that in which the polynucleotide, the polypeptide, the 
antibody, or the host cell naturally occurs. A polynucleotide, a polypeptide, an antibody, or a host cell 
which is isolated is generally substantially purified. As used herein, the term "substantially purified" 
refers to a compound (e.g., either a polynucleotide or a polypeptide or an antibody) that is removed 
.from its natural environment and is at least 60% free, preferably 75% free, and most preferably 90% 
free from other components with which it is naturally associated. Thus, for example, a composition 
containing A is "substantially free of B when at least 85% by weight of the total A+B in the 
composition is A. Preferably, A comprises at least about 90% by weight of the total of A+B in the 
composition, more preferably at least about 95% or even 99% by weight. 

A "host cell," as used herein, refers to a microorganism or a eukaryotic cell or cell line cultured 
as a unicellular entity which can be, or has been, used as a recipient for a recombinant vector or other 
transfer polynucleotides, and include the progeny of the original cell which has been transfected. It is 
understood that the progeny of a single cell may not necessarily be completely identical in morphology 
or in genomic or total DNA complement as the original parent, due to natural, accidental, or deliberate 
mutation. * • . 

The terms "cancer," "neoplasm," "tumor," and "carcinoma," are used interchangeably herein to 
refer to cells which exhibit relatively autonomous growth, so that they exhibit an aberrant growth 
phenotype characterized by a significant loss of control of cell proliferation. In general, cells of interest 
for detection or treatment in the present application include precancerous (e.g., benign), malignant, 
metastatic, and ndn-metastatic cells. Detection of cancerous cell is of particular interest. 

The use of "e", as in 10e-3, indicates that the number to the left of "e" is raised to the power of 

the number to the right of V (thus, 10e-3 is 10~ 3 ). : 

The term "heterologous" as used herein in the context of, for example, heterologous nucleic 
acid or amino acid sequences, heterologous polypeptides, or heterologous nucleic acid, is meant to refer 
to material that originates from a source different from that with which it is joined or associated. For 
example, two DNA sequences are heterologous to one another if the sequences are from different genes 



or from different species: A recombinant host cell containing a sequence that is heterologous to the 

host cell can be, for example, a bacterial cell containing a sequence encoding a human polypeptide./ ';• 

. " The invention relates to polynucleotides comprising the disclosed nucleotide sequences, to full 
length cDN A, mRNA, genomic sequences, and genes corresponding to these sequences and degenerate ' - < 
5 variants thereof, and to polypeptides encoded by the polynucleotides of the invention and polypeptide 
variants. The following detailed description describes the polynucleotide compositions encompassed 
by the invention, methods for obtaining cDNA or genomic DNA encoding a full-length gene product, 
expression of these polynucleotides and genes, identification of structural motifs of the polynucleotides 
and genes, identification of the function of a gene product encoded by a gene corresponding to a 
10 polynucleotide of the invention, use of the provided polynucleotides as probes and in mapping and in 
. tissue profiling, use of the corresponding polypeptides and other gene products to raise antibodies, and 
use of the polynucleotides and their encoded gene products for therapeutic and diagnostic purposes. 
. Polynucleotide Compositions 

The scope of the invention with respect to polynucleotide compositions includes, but is not 
15 necessarily limited to, polynucleotides having a sequence set forth in any one of SEQ ID NOS: 1-6010; 
polynucleotides obtained from the biological materials described herein or other biological sources 
' • (particularly human sources) by hybridization under stringent conditions (particularly conditions of 
high stringency); genes corresponding to the provided polynucleotides; variants of the provided 
polynucleotides and their corresponding genes, particularly those variants that retain a biological - 
20 activity of the encoded gene product (e.g., a biological activity ascribed to a gene product .; X 

corresponding to the provided polynucleotides as a result of the assignment of the gene product to a 
protein family(ies) and/or identification of a functional domain present in the gene product). Other 
nucleic acid compositions contemplated by and within the scope of the present invention will be readily 
; apparent to one of ordinary skill in the art when provided with the disclosure here. "Polynucleotide" 
25 and "nucleic acid" as used herein with reference to nucleic acids of the composition is not intended to 
be limiting as to the lengdi or structure of the nucleic acid unless specifically indicated. 

The invention features polynucleotides that are expressed in human tissue, especially human 
colon, prostate, breast, lung and/or endothelial tissue. Novel nucleic acid: compositions of the invention 
. of particular interest comprise a sequence set forth in any one of SEQ ID NOS: 1-6010 or an 
30 identifying sequence thereof An "identifying sequence" is a contiguous sequence of residues at least 
about 10 nt to about 20 nt in length, usually at least about 50 nt to about 100 nt in length, that uniquely 
identifies a polynucleotide sequence, e.g., exhibits less than 90%, usually less than about 80% to about 
85% sequence identity to any contiguous nucleotide sequence of more than about 20 nt. Thus, the 
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subject novel nucleic acid compositions include full length cDNAs or mRNAs that encompass an 
identifying sequence of contiguous nucleotides from any one of SEQ ID NOS : i -60 1 0. 

The polynucleotides of the invention also include polynucleotides having sequence similarity 
or sequence identity. Nucleic acids having sequence similarity are detected by hybridization under low 
stringency conditions, for example, at 50°C and 10XSSC (0,9 M saline/0.09 M sodium citrate) and 
remain bound when subjected to washing at 55°C in 1XSSC. Sequence identity can be determined by 
hybridization under stringent conditions, for example, at 5Q?C or higher and 0.1XSSC (9 mM 
saline/0.9 mM sodium citrate). Hybridization methods arid conditions are well known in the art, see, 
e.g./, USPN 5,707,829. Nucleic acids that are substantially identical to the provided polynucleotide 
sequences, e.g. allelic variants, genetically altered versions of the gene, etc. , bind to the provided 
polynucleotide sequences ( SEQ ID NOS: 1-60 10) under stringent hybridization conditions. By using 
probes, particularly labeled probes of DNA sequences, one can isolate homologous or related genes. 
The source of homologous genes can be any species, e.g. primate species, particularly human; rodents, 
such as rats and mice; canines, felines, bovines, ovines, equines, yeast, nematodes, etc. : 

Preferably, hybridization is performed using at least 15 contiguous nucleotides (nt) of at least 
one of SEQ ID NOS: 1-6010. That is, when at least 15. contiguous nt of one of the disclosed SEQ ID 
NOS. is used as a probe, the probe will preferentially hybridize with a nucleic acid comprising the 
complementary sequence, allowing the identification and retrieval of the nucleic acids that uniquely 
hybridize to the selected probe. Probes from more than one SEQ ID NO. can hybridize with the same 
nucleic acid if the cDN A from which they were derived corresponds to one mRN A, Probes of more . 
than 15 nt can be used, e.g., probes of from about 1 8 nt to about 100 nt, but 15 nt represents sufficient 
sequence for unique identification. 

The polynucleotides of the invention also include naturally occurring variants of the nucleotide 
sequences (e.g., degenerate variants, allelic variants, etc.). Variants of the polynucleotides of the 
invention are identified by hybridization of putative variants with nucleotide sequences disclosed 
herein, preferably by hybridization under stringent conditions. For example, by using appropriate wash 
conditions, variants of the polynucleotides of the invention can be identified where the allelic variant 
exhibits at most about 25-30% base pair (bp) mismatches relative to the selected polynucleotide probe. 
In general, allelic variants contain 15-25% bp mismatches, and can contain as little as even 5-15%, or 
2-5%, or 1-2% bp mismatches, as well as a single bp mismatch. 

The invention also encompasses homologs corresponding to the polynucleotides of SEQ ID 
NOS: I -60 1 0, where the source of homologous genes can be any mammalian species, e.g. , primate 
species, particularly human; rodents, such as rats; canines, felines, bovines, ovines, equines, yeast, 
nematodes, e^c. Between mammalian species, e.g., human and mouse, homologs generally have 



substantial sequence similarity, e.g., at least 75% sequence identity, usually at least 90%, more usually 
at least 95% between nucleotide sequences. Sequence similarity is calculated based on a reference 
sequence, which may be a subset of a larger sequence, such as a conserved motif, coding region, 
flanking region, etc. A reference sequence will usually be at least about 18 contiguous nt long, more 
5 usually at least about 30 nt long, and may extend to the complete sequence that is being compared.. 
Algorithms for sequence analysis are known in the art, such as gapped BLAST, described in Altschul, 
. et at. Nucleic Acids Res. (1997) 25:3389-3402. V 

In general, variants of the invention have a sequence identity greater than at least about 65%, 
preferably at least about 75%, more preferably at least about 85%, and can be greater than at least 

10 about 90% or more as determined by the Smith- Waterman homology search algorithm as implemented 
in MPSRCH program (Oxford Molecular). For the purposes of this invention, a preferred method of 
calculating percent identity is the Smith- Waterman algorithm, using the following. Global DNA 
sequence identity must be greater than 65% as determined by the Smith- Waterman homology search 
algorithm as implemented in MPSRCH program (Oxford Molecular) using ah affine gap search with 

15 the following search parameters: gap open penalty,. 12; and gap extension penalty, 1. 

The subject nucleic acids can be cDN As. or genomic DN As, as well as fragments thereof, 
particularly fragments that encode a biologically active gene product and/or are useful in the methods 
disclosed herein (e.g., in diagnosis, as a unique identifier of a differentially expressed gene of interest, 
etc.). The term "cDNA" as used herein is intended to include all nucleic acids that share the 

20 arrangement of sequence elements found, in native mature mRNA species, where sequence elements are 
exons and 3 ' and 5' non-coding regions. Normally mRNA species have contiguous exons, with the 
intervening introns, when present, being removed by nuclear RNA splicing, to create a continuous open 
reading frame encoding a polypeptide of the invention. 

A genomic sequence of interest comprises the nucleic acid present between the initiation codon 

25 and the stop codon, as defined in the listed sequences, including all of the introns that are normally 
present in a native chromosome. It can further include the 3' and 5' untranslated regions found in the 
mature mRNA. It can further include specific transcriptional and translational regulatory sequences, / 
V such as promoters, enhancers, ere, including about 1 kb, but possibly more, of flanking genomic DNA 
at either the 5 ' and 3 ' end of the transcribed region.. The genomic DNA can be isolated as a fragment 

30 of 100 kbp or smaller; and substantially free of flanking chromosomal sequence. The genomic DNA 
flanking the coding region, either 3' and 5', or internal regulatory sequences as sometimes found in 
introns, contains sequences required for proper tissue, stage-specific, or disease-state specific 
expression. • •: . .• 
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The nucleic acid compositions of the subject invention can encode all or a part of the subject 
polypeptides. Double or single stranded fragments can be obtained from the DNA sequence by 
chemically synthesizing oligonucleotides in accordance with conventional methods, by restriction 
enzyme digestion, by PCR amplification, etc. Isolated polynucleotides and polynucleotide fragments 
5 of the invention comprise at least about 10, about 15, about 20, about 35, about 50, about 100, about 
150 to about 200, about 250 to about 300, or about 350 contiguous nt selected from the polynucleotide 
sequences as shown in SEQ ID NOS : 1-60 10. For the most part, fragments will be of at least 15 nt, 
usually at least 18 nt or 25 nt, and up to at least about 50 contiguous nt in length or more. In a 
preferred embodiment, the polynucleotide molecules comprise a contiguous sequence of at least 12 nt 
10 selected from the group consisting of the polynucleotides shown in SEQ IDNOS.1-6010. 

Probes specific to the polynucleotides of the invention can be generated using the 
polynucleotide sequences disclosed in SEQ ID NOS : 1 -60 1 0 . The probes are preferably at least about 
1-2, 15, 16, 18, 20, 22, 24, or 25 nt fragment of a corresponding contiguous sequence of SEQ ID 
; : NOS: 1-6010, and can be less than 2, 1, 0.5, 0.1, or 0.05 kb in length. The probes can be synthesized 
15 chemically or can be generated from longer polynucleotides using restriction enzymes. The probes can 
be labeled, for example, with a radioactive, biotinylated, or fluorescent tag. Preferably, probes are 
designed based upon an identifying sequence of a polynucleotide of one of SEQ ID NOS:1-6010. 
More preferably, probes are designed based on a contiguous sequence of one of the subject 
polynucleotides that remain unmasked following application of a masking program for masking low 
20 complexity (e.g. ,XBLAST) to the sequence., i.e., one would select an unmasked region, as indicated by 
the polynucleotides outside the poly-n stretches of the masked sequence produced by the masking 
V program. ••• \ '-"-'x 

The polynucleotides of the subject invention are isolated and obtained in substantial purity, 
generally as other than an intact chromosome. Usually, the polynucleotides, either as DNA or RNA, 
25 will be obtained substantially free of other naturally-occurring nucleic acid sequences, generally being 
at least about 50%, usually at least about 90% pure and are typically "recombinant," e.g., flanked by . 
one or more nucleotides with which it is not normally associated on a naturally occurring chromosome. 
The polynucleotides of the invention can be provided as a linear molecule or within a circular 
; molecule, and can be provided within autonomously replicating molecules (vectors) or within 
30 molecules without replication sequences. Expression of the polynucleotides can be regulated by their 
own or by other regulatory sequences known in the art. The polynucleotides of the invention can be 
introduced into suitable host cells using a variety of techniques available in the art, such as transferrin 
• poiycation-medi ated DNA transfer, transfection with naked or encapsulated nucleic acids, liposome- 
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mediated DNA transfer, intracellular transportation of DNA-coated latex beads, protoplast fusion, viral 
infection, electroporation, "gene gun, calcium phosphate-mediated trans fection, and the like. 

/; The subject nucleic acid compositions can be used to, for example, produce polypeptides, as 
probes for the detection of mRNA of the invention in biological samples (e.g. , extracts of human cells) 
to generate additional copies of the polynucleotides, to generate ribozymes or antisense ,. 
oligonucleotides, and as single stranded DNA probes or as triple-strand forming oligonucleotides. The 
. probes described herein can be used to, for example, determine the presence or absence of the 
polynucleotide sequences as shown in SEQ ID NOS: 1-6010 or variants thereof in a sample. These 
and other uses are described in more detail below. " 
Use of Polynucleotides to Obtain Fall-Length cDNA, Gene, and Promoter Region 

: In one embodiment, the polynucleotides are useful as starting materials to construct larger 
molecules. In one example, the polynucleotides of the invention are used to construct polynucleotides 
that encode a larger polypeptide (e.g., up to the full-length native polypeptide as well as fusion proteins 
comprising all or a portion of the native polypeptide) or may be used to produce haptens of the 
polypeptide {e.g., polypeptides useful to generate antibodies). : 

In one particular example, the polynucleotides of the invention are used to make or isolate 
cDNA molecules encoding all or portion of a naturally-occuring polypeptide. Full-length cDNA 
molecules comprising the disclosed polynucleotides are obtained as follows. A polynucleotide having a 
sequence of one of SEQ ID NOS :1 -60 10, or a portion thereof comprising at least 12, 15, 18, or 20 nt, 
is used as a hybridization probe to detect hybridizing members of a cDNA library using probe design 
methods, cloning methods, and clone selection techniques such as those described in USPN 5,654,173. 
Libraries of cDNA are made from selected tissues, such as normal or tumor tissue, or from tissues of a 
mammal treated with, for example, a pharmaceutical agent: Preferably, the tissue is the same as the 
tissue from which the polynucleotides of the invention were isolated, as both the polynucleotides * 
described herein and the cDNA represent expressed genes. Most preferably, the cDNA library is made 
from the biological material described herein in the Examples. The choice of cell type for library 
construction can be made after the identity of the protein encoded by the gene corresponding to the 
polynucleotide of the invention is known. This will indicate which tissue and cell types are likely to 
express the related gene, and thus represent a suitable source for the mRNA for generating the cDNA. 
Where the provided polynucleotides are isolated from cDNA libraries, the libraries are prepared from 
mRNA of human colon cells, more preferably, human colon cancer cells, even more preferably, from a 
highly metastatic colon cell, Km 12L4-A. 

Techniques for producing and probing nucleic acid sequence libraries are described, for 
example, in Sambrook et al. Molecular Cloning: A Laboratory Manual, 2nd Ed., (1989) Cold Spring 



: Harbor Press, Cold Spring Harbor, NY. The cDNA can be prepared by using primers based on 
polynucleotides comprising a sequence of SEQ ID NQS: 1-60 10. In one embodiment, the cDN A . 
library can be made from only poly-adenylated mRNA! Thus, poly-T primers can be used to prepare 
cDNA from the mRNA. "V-V. • ' . • 1 

.•5 Members of the library that are larger than the provided polynucleotides, and preferably that 

encompass the complete coding sequence of the native message, are obtained. In order to confirm that 

.. V : the entire cDNA has been obtained, RNA protection experiments are performed as follows. 

Hybridization of a full-length cDNA to an mRNA will protect the RNA from RNase degradation. If > . 

, the cDNA is not full length, then the portions of the mRNA that are not hybridized will be subject to 

10 RNase degradation. This is assayed, as is known in the art, by changes in electrophoretic mobility on 
polyacrylamide gels, or by detection of released monoribonucleotides. Sambrook et al., Molecular 

■ - Cloning: A Laboratory Manual, 2nd Ed., (1989) Cold Spring Harbor Press, Cold Spring Harbor, NY. 
In order to obtain additional sequences 5' to the end of a partial cDNA, 5' RACE (PGR Protocols: A 
Guide to Methods and Applications, (1990) Academic Press, Inc.) can be performed. 

45 Genomic DNA is isolated using the provided polynucleotides in a manner similar to the ' .'■>■. 

isolation of full-length cDNAs. Briefly, the provided polynucleotides, or portions thereof, are used as 
probes to libraries of genomic DNA. Preferably, the library is obtained from the cell type that was 
used to generate the polynucleotides of the invention, but this is not essential. Most preferably, the 
genomic DNA is obtained from the biological material described herein in the Examples. Such 

20 libraries can be in vectors suitable for carrying large segments of a genome, such as PI or YAC, as 

described in detail in Sambrook etal., supra, 9.4-9.30. In addition, genomic sequences can be isolated 
from human BAC libraries, which are commercially available from Research Genetics, Inc., Huntsville, 
Alabama, USA, for example. In order to obtain additional 5' or 3' sequences, chromosome walking is 
performed, as described in Sambrook et al., such that adjacent and overlapping fragments of genomic 

25 DNA are isolated. These are mapped and pieced together, as is known in the art, using restriction 
digestion enzymes and DNA ligase. 

Using the polynucleotide sequences of the invention, corresponding full-length genes can be 
isolated using both classical and PCR methods to construct and probe cDNA libraries. Using either . 
method, Northern blots, preferably, are performed on a number of cell types to determine which cell 

30 lines express the gene of interest at the highest level. Classical methods of constructing cDN A libraries 
are taught in Sambrook et al., supra. With these methods, cDNA can be produced from mRNA and 
inserted into viral or expression vectors. Typically, libraries of mRNA comprising poly(A) tails can be 
produced with poly(T) primers. Similarly, cDNA libraries can be produced using the instant sequences 
as primers. r , ,y . . ■:■ - . ; • • • ■ -r .- ■'' . \ . • 
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PCR methods are used to amplify the members of a cDNA library that comprise the desired 
insert. In this case, the desired insert will contain sequence from the full length cDNA that corresponds 
to the instant polynucleotides. Such PCR methods include gene trapping and RACE methods. Gene 
trapping entails inserting a member of a cDNA library into a vector. The vector then is denatured to 
5 produce single stranded molecules. Next, a substrate-bound probe, such as a biotinylated oligo, is used 
to trap cDNA inserts of interest: Biotinylated probes can be linked to an avidin-bound solid substrate. 
PCR methods can be used to amplify the trapped cDNA. To trap sequences corresponding to the full 
length genes, the labeled probe sequence is based on the polynucleotide sequences of the invention. 
Random primers or primers specific to the library vector can be used to amplify the trapped cDNA. ; 
10 Such gene trapping techniques are described in Gruber et al., WO 95/04745 and Gruber et al., USPN 
5,500,356. Kits are commercially available to perform gene trapping experiments from, for example, 
Life ' . 

. "Rapid amplification of cDNA ends," or RACE, is a PCR method of amplifying cDNAs from 
a number of different RNAs. The cDNAs are ligated to an oligonucleotide linker, and amplified by 
15 PCR using two primers. One primer is based on sequence from the instant polynucleotides, for which 
full length sequence is desired, and a second primer comprises sequence that hybridizes to the 
oligonucleotide linker to amplify the cDNA. A description of this method is reported in WO . 
} 97/191 10. In preferred embodiments of RACE, a common primer is designed to anneal to an arbitrary 
adaptor sequence ligated to cDNA ends (Apte and Siebert, Biotechniques (1993) 15:890-893; Edwards 
20 ; .'; et al, Nuc. Acids Res. (199 1) 19:5227-5232); When a single gene-specific RACE primer is paired 
with the common primer, preferential amplification of sequences between the single gene specific 
primer and the common primer occurs. Commercial cDNA pools modified for use in RACE are 
available. . ' ..' ••>' ' 

/ Another PCR-based method generates full-length cDNA library with anchored ends without 
25 needing specific knowledge of the cDNA sequence. The method uses lock-docking primers (I- VI), 

where one primer, poly TV (I-III) locks over the polyA tail of eukaryotic mRNA producing first strand 
synthesis and a second primer, polyGH (IV- VI) locks onto the polyC tail added by terminal 
deoxynucleotidyi transferase (TdT)(see, e.g., WO 96/40998). • ; : 

The promoter region of a gene generally is located 5' to the initiation site for RNA polymerase 
30 II- Hundreds of promoter regions contain the "TATA" box^ a sequence such as TATTA or TATA A, 
which is sensitive to mutations. The promoter region can be obtained by performing 5 ' RACE using a 
primer from the coding region of the gene. Alternatively, the cDNA can be used as a probe for the 
genomic sequence, and the region 5 V to the coding region is identified by "walking up." If the gene is 
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highly expressed or differentially expressed, the promoter from the gene can be of use in a regulatory 
construct for a heterologous gene. ' 

Once the full-length cDNA or gene is obtained, DNA encpding variants can be prepared by 

• site-directed mutagenesis, described in detail in Sambrook et al., 15.3-15.63. The choice of codon or 
. 5' nucleotide to be replaced can be based on disclosure herein on optional changes in amino acids to 

. achieve altered protein stxuctiure and/or function. ; . 

As an alternative metliod to obtaining DNA or RNA from a biological material, nucleic acid 

• comprising nucleotides having the sequence of one or more polynucleotides of the invention can be 
synthesized. Thus, the invention encompasses nucleic acid molecules ranging in length from 15 nt 

■ 10 (corresponding to at least 15 contiguous nt of one of SEQ ID NOS: 1-60 10) up to a maximum length 
suitable for one or more biological manipulations, including replication and expression, of the nucleic 
acid molecule. The invention includes but is not limited to (a) nucleic acid having the size of a full ; ; 
; gene, and comprising at least one of SEQ ID NOS : 1-6010; (b) the nucleic acid of (a) also comprising 
at least one additional gene, operably linked to permit expression of a fusion protein; (c) an expression 
; 15 vector comprising (a) or (b); (d) a plasmid comprising (a) or (b); and (e) a recombinant viral particle 
comprising (a) or (b). Onca provided with the polynucleotides disclosed herein, construction or 
preparation of (a) - (e) are well within the skill in the art. ; ^ 

: . The sequence of a nucleic acid comprising at least 15 contiguous nt of at least anyone of SEQ 
■ ;. ID NOS: 1-60 10, preferably the entire sequence of at least any one of SEQ ID NOS : 1-6010, is not 
\ ' 20 limited and can be any sequence of A, T, G, and/or C (for DNA) and A, U, G, and/or C (for RNA) or 
modified bases thereof, including inosine and pseudouridine. The choice of sequence will depend on 
■ " , . the desired function and can be dictated by coding regions desired, the intron-like regions desired, and 
the regulatory regions desired. Where the entire sequence of any one of SEQ ID NOS: 1-6010 is within 
: the nucleic acid, the nucleic acid obtained is referred to herein as a polynucleotide comprising the 
25 sequence of any one of SEQ ID NOS : 1-60 10. 

- Expression of Polypeptide Encoded by Full-Length cDNA or Full-Length Gene 
■■ . The provided polynucleotides (e.g., a polynucleotide having a sequence of one of SEQ ID 

NOS: 1-6010), the corresponding cDNA, or the full-length gene is used to express a partial or complete 
gene product. Constructs of polynucleotides having sequences of SEQ ID NOS: 1-60 10 can also be 
' 30 generated synthetically. Alternatively, single-step assembly of a gene and entire plasmid from large 

numbers of oligodcoxyribonuclcotides is described by, e.g., Stemmer et al., Gene (Amsterdam) (1995) 
164(i):49-53. In this method, assembly PGR (the synthesis of long DNA sequences from large . 
numbers of oligodeoxyribonucleotides (oligos)) is described. The method is derived from DNA 



shuffling (Stemmer, Nature (1994) 370:389-39 1), and does not rely on DNA ligase, but instead relies 
on DNA polymerase to build increasingly longer DNA fragments during the assembly process. 

Appropriate polynucleotide constructs are purified using standard recombinant DNA 
techniques as described in, for example, Sambrook et al, Molecular Cloning: A Laboratory Manual, 
2nd Ed, (1989) Cold Spring Harbor Press, Cold Spring Harbor, NY, and under current regulations 
described in United States Dept. of HHS, National Institute of Health (MH) Guidelines for - ' 
Recombinant DNA Research. The gene product encoded by a polynucleotide of the invention is 
expressed in any expression system, including, for example, bacterial, yeast, insect, amphibian and 
mammalian systems. Vectors, host cells and methods for obtaining expression in same are well known 
in the art. Suitable vectors and host cells are described in USPN 5,654,173. 

Polynucleotide molecules comprising a polynucleotide sequence provided herein are generally 
propagated by placing the molecule in a vector. Viral and non-viral vectors are used, including 
plasmids. The choice of plasmid will depend on the type of cell in which propagation is desired and the 
purpose of propagation. Certain vectors are useful for amplifying and making large amounts of the 
• desired DNA sequence. Other vectors are suitable for expression in cells in culture. Still other vectors 
: are suitable for transfer and expression in cells in a whole animal or person. The choice of appropriate 
vector is well within the skill of the art. Many such vectors are available commercially. Methods for 
preparation of vectors comprising a desired sequence are well known in the art. 

The polynucleotides set forth in SEQ ID NOS: 1-6010 or their corresponding full-length 
polynucleotides are linked to regulatory sequences as appropriate to obtain the desired expression 
properties. These can include promoters (attached either at the 5' end of the sense strand or at the 3' 
end of the antisense strand), enhancers, terminators, operators, repressors, and inducers. The 
promoters can be regulated or constitutive. In some situations it may be desirable to use conditionally 
active promoters, such as tissue-specific or developmental stage-specific promoters. These are linked 
to the desired nucleotide sequence using the techniques described above for linkage to vectors. Any 
techniques known in the art can be used. 

When any of the above host cells, or other appropriate host ceils or organisms, are used to 
replicate and/or express the polynucleotides or nucleic acids of the invention, the resulting replicated 
nucleic acid, RNA, expressed protein or polypeptide, is within the scope of the invention as a product 
of the host cell or organism. The product is recovered by any appropriate means known in the art. 

Once the gene corresponding to a selected polynucleotide is identified, its expression can be 
regulated in the cell to which the gene is native, For example, an endogenous gene of a cell can be 
regulated by an exogenous regulatory sequence as disclosed in USPN 5,641,670. 




. : Identification of Functional and Structural Motifs : ■ V '"■'[■ v ^" : f 

Translations of the nucleotide sequence of the provided polynucleotides, cDNAs or full genes V ; : 

. can be aligned with individual known sequences. Similarity with individual sequences can be used to 

determine the activity of the polypeptides encoded by the polynucleotides of the invention. Also, • 
r 5 sequences exhibiting similarity with more than one individual sequence can exhibit activities that are 
characteristic of either or both individual sequences. \/ v."; 

The full length sequences and fragments of the polynucleotide sequences of the nearest ! - 
: - ' '. neighbors can be used as probes and primers to identify and isolate the full length sequence T 

corresponding to provided polynucleotides. The nearest neighbors can indicate a tissue or cell type to 
10 be used to construct a library for the full-length sequences corresponding to the provided '•*>'•--. 
•polynucleotides../'--'.':'/ . ■ : : - . - 

Typically, a selected polynucleotide is translated in all six frames to determine the best < 
. alignment with the individual sequences. The sequences disclosed herein in the Sequence Listing are in 

■ a 5* to y orientation and translation in three frames can be sufficient (with a few specific exceptions as ... ' 

15 described in the Examples). These amino acid sequences are referred to, generally, as query sequences, 
which will be aligned with the individual sequences. Databases with individual sequences are 
: described in "Computer Methods for Macromolecular Sequence Analysis" Me tfwcfc in Enzymolagy • 
; V ( (1996) 266, Doolittle, Academic Press, Inc., a division of Harcourt Brace & Co., San Diego, 

California, USA. Databases include GenBank, EMBL, and DNA Database of Japan (DDBJ). / 
20 Query and individual sequences can be aligned using the methods and computer programs 

described above, and include BLAST 2.0, available oyer the world wide web at a site supported by the 
National Center for Biotechnology Information, which is supported by the National Library of 
Medicine and the National Institutes of Health. See also Altschul, et al. Nucleic Acids Res. (1997) 
; 25:3389-3402. Another alignment algorithm is Fasta, available in the Genetics Computing Group 
25 . (GCG) package, Madison, Wisconsin, USA, a wholly owned subsidiary of Oxford Molecular Group,, 
Inc. Other techniques for alignment are described in Doolittle, supra. Preferably, an alignment 
program that permits gaps in the sequence is utilized to align the sequences. The Smith-Waterman is 
one type of algorithm that permits gaps in sequence alignments. See Meth. Mol. Biol. (1997) 70: 173- 
187. Also, the GAP program using the Needleman and Wunsch alignment method can be utilized to 
30 align sequences. An alternative search strategy uses MPSRCH software, which runs on a MASPAR . 
• ; computer. MPSRCH uses a Smith- Waterman algorithm to score sequences on a massively parallel , • -\ : ' 

computer. This approach improves ability to identify sequences that are distantly related matches, and - 
. is especially tolerant of small gaps and nucleotide sequence errors. Amino acid sequences encoded by . 
the provided polynucleotides can be used to search both protein and DNA databases. Incorporated .-. , , 
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herein by reference are all sequences that have been made public as of the filing date of this application 
by any of the DNA or protein sequence databases, including the patent databases (e.g. , GeneSeq). 
Also incorporated by reference are those sequences that have been submitted to these databases as of 
the filing date of the present application but not made public until after the filing date of the present 
. application. - ':; : '■" ■■'>..*'.. ■'' - . 

Results of individual and query sequence alignments can be divided into three categories: high 
similarity, weak similarity, and no similarity. Individual alignment results ranging from high similarity 
to weak similarity provide a basis for determining polypeptide activity and/or structure. Parameters for 
categorizing individual results include alignment region length where the strongest 

alignment is found, percent sequence identity, and p value. The percentage of the alignment region 
length is calculated by counting the number of residues of the individual sequence found in the region - 
of strongest alignment, e.g., contiguous region of the individual sequence that contains the greatest 
number of residues that are identical to the residues of the corresponding region of the aligned query 
sequence: This number is divided by the total residue length of the query sequence to calculate a 
percentage. For example, a query sequence of 20 amino acid residues might be aligned with a 20 
amino acid region of an individual sequence. The individual sequence might be identical to amino acid 
residues 5, 9-15, and 17-49 of the query sequence. The region of strongest alignment is thus the region 
stretching from residue 9- 1 9, an 1 1 amino acid stretch. The percentage of the alignment region length 
is; 11 (length of the region of strongest alignment) divided by (query sequence length) 20 or 55%. : 

/Percent sequence identity is calculated by counting the number of amino acid matches between 
the query and individual sequence and dividing total number of matches by the number of residues of 
the individual sequences found in the region of strongest alignment. Thus, the percent identity in the 
example above would be 10 matches divided by 1 1 amino acids, or approximately, 90, 9% 

P value is the probability that the dignment was produced by chance. For a single alignment, 
the p value can be calculated according to Karlin et al., Proc. Natl. Acad. Sci. (1990) 87:2264 and 
Karlin et al., Proc. Natl. Acad. Sci. (1 993) 90. The p value of multiple alignments using the same 
query sequence can be calculated using an heuristic approach described in Altschul et al., Nat. Genet., 
(1994) 6:119. Alignment programs such as BLAST program can calculate the p value. See also 
Altschul et al., Nucleic Acids Res. (1997) 25:3389-3402; . , * 

Another factor to consider for determining identity or similarity is the location of the similarity 
or identity. Strong local alignment can indicate similarity even if the length of alignment is short. 
Sequence identity scattered throughout the length of the query sequence also can indicate a similarity . 
between the query and' profile sequences. The boundaries of the region where the sequences align can 
be determined according to Doolittle, supra; BLAST 2.0 (see, e.g., Altschul, et al. Nucleic Acids Res.;J 



(1997) 25:3389-3402) or FAST programs; or by determining the area where sequence identity is 
■highest ■ • . ' \ " ' • \\ - -. •• • ..' ' : 

High Similarity, In general, in alignment results considered to be of high similarity, the 
percent of the alignment region length is typically at least about 55% of total length query sequence; 
more typically, at least about 58%; even more typically; at least about 60% of the total residue length 
of the query sequence. Usually, percent length of the alignment region can be as much as about 62%; 
more usually, as much as about 64%; even more usually, as much as about 66%. Further, for high 
similarity, the region of alignment, typically, exhibits at feast about 75% of sequence identity; more 
typically, at least about 78%; even more typically; at least about 80% sequence identity. Usually, 
percent sequence identity can be as much as about 82%; more usually, as much as about 84%; even 
more usually, as much as about 86%. \ 

The p value is used in conjunction with these methods. If high similarity is found, the query 
sequence is considered to have high similarity with a profile sequence when the p value is less than or 
equal to about 10e-2; more usually; less than or equal to about i0e-3 ; even more usually; less than or 
equal to about 10e-4. More typically, the p value is no more than about 10e-5; more typically; no more 
than or equal to about 10e-10; even more typically, no more than or equal to about 10e-15 for the 
query sequence to be considered high similarity. 

Weak Similarity/ In general, where alignment results considered to be of weak similarity, there 
is no minimum percent length of the alignment region nor minimum length of alignment. A better : 
showing of weak similarity is considered when the region of alignment is, typically, at least about 15 
amino acid residues in length; more typically, at least about 20; even more typically, at least about 25 
amino acid residues in length. Usually, length of the alignment region can be as much as about 30 . 
amino acid residues; more usually, as much as about 40; even more usually, as much as about 60 
amino acid residues. Further, for weak similarity, the region of alignment, typically, exhibits at least 
about 35% of sequence identity; more typically, at least about 40%; even more typically, at least about 
45% sequence identity. Usually, percent sequence identity can be as much as about 50%; more • 
usually, as much as about 55%; even more usually, as much as about 60%. 

If low similarity is found, the query sequence is considered to have weak similarity with a 
profile sequence when the p value is usually less than or equal to about 10e-2; more usually, less than 
or equal to about 10e-3; even more usually; less than or equal to about 10e-4. More typically, the p 
value is no more than about 10e-5; more usually; no more than or equal to about lOe- 10; even more 
usually, no more than or equal to about TOe- 15 for the query sequence to be considered weak similarity. 

Similarity Determined by Sequence Identity Alone.. Sequence identity alone can be used to 
determine similarity of a query sequence to an individual sequence and can indicate the activity of the 



sequence. Such an alignment, preferably, permits gaps to align sequences. Typically, the query ' 
sequence is related to the profile sequence if the sequence identity oyer the entire query sequence is at 
.. .. least about 15%; more typically, at least about 20%; even more typically, at least about 25%; even 
more typically, at least about 50%. Sequence identity alone as a measure of similarity is most useful 
5 when the query sequence is usually, at least 80 residues in length; more usually, at least 90 residues in 
length; even more usually, at least 95 amino acid residues in length. More typically, similarity can be 
concluded based on sequence identity alone when the query sequence is preferably 100 residues in 
length; more preferably, 120 residues in length; even more preferably, 150 amino acid residues in 
length. : ■■ . ■ " V ■ ;'VY ; , \' : : v . •• ; ■ ... • • .' '. - : - - -. • • • • 
10 Alignments with Profile and Multiple Aligned Sequences. Translations of the provided 

polynucleotides can be aligned with amino acid profiles that define either protein families or common 
motifs. Also, translations of the provided polynucleotides can be aligned to multiple sequence 
alignments (MSA) comprising the polypeptide sequences of members of protein families or motifs. 
Similarity or identity with profile sequences or MSAs can be used to determine the activity of the gene. 
15 products (e.g., polypeptides) encoded by the provided polynucleotides or corresponding cDNA or : : 
genes. For example, sequences that show an identity or similarity with a chemokine profile or MSA 
, can exhibit chemokine activities, t ; - , v \r - 

i; Profiles can be designed manually by (1) creating an MSA, which is an alignment of the amino 
acid sequence of members that belong to the family and (2) constructing a statistical representation of 
20 the alignment. Such methods are described, for example, in Birney et al, NucL Acid Res. ( 1 996) .. ; 
24(14): 2730-2739. MSAs of some prptein.families and motifs are publicly available. For example, 
the Genome Sequencing Center at thw Washington University School of Medicine provides a web set 
• (Pfam) which provides MSAs of 547 different families and motifs. These MSAs are described also in 
Sonnhammer et al., Proteins (1 997) 28: 405-420 Other sources over the world wide web include the 
25 site supported by the European Molecular Biology Laboratories in Heidelberg, Germany. A brief 
... description of these MSAsis reported in Pascarella et al, Prot. Eng. (1996) 9(3):249-25 1 .. Techniques 
for building profiles from MSAs are described in Sonnhammer et al , supra; Birney et al , supra; and 
"Computer Methods for Macromolecular Sequence Analysis," Methods in Ehzymology (1996) 266, 
/ ' Doolittle, Academic Press, Inc., San Diego, California, USA. : ' 
30 Similarity' between a query sequence and a protein family or motif can be determined by (a) 

comparing the query sequence against the profile and/or (b) aligning the query sequence with the 
members of the family or motif Typically, a program such as Searchwise is used to compare the query 
sequence to the statistical representation of the multiple alignment, also known as a profile (see Birney 
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et al.; supra). Other techniques to compare the sequence and profile arc described in Sonnhammer et .*• 
al, supra and Doolittle, supra/ ' ^ V •'; * '. . 

, ' " Next, methods described by Feng et al, J. Mol. EvoL (1 987) 25:351 and Higginset a}., •. .; 

• CABIOS (1989) 5:151 can be used align the query sequence with the members of a family or motif, ', . : '• • " 
/ . 5 also known as a MSA. Sequence alignments can be generated using any of a variety of software tools: 
Examples include PileUp, which creates a multiple sequence alignment, and is described in Feng et al, 
; : ' . J. Mol. EvoL (1987) 25:35 1. Another method, GAP, uses the alignment method of Needleman et al , J. V 

v i - Mol. Bid. (1970) 48:443. GAP is best suited for global alignment of sequences: A third mqthod, , "' : "\:."- 
BestFit, functions by inserting gaps to maximize the number of matches using the local homology / 
.".vjy 1 0 algorithm of Smith et al., Adv. Appl Math. (1981) 2:482. In general, the following factors are used to 
■ - determine if a similarity between a query sequence and a profile or MSA exists: (I) number of 

conserved residues found in the query sequence, (2) percentage of conserved residues found in the - ^ , 
query sequence, (3) number of frameshifts, and (4) spacing between conserved residues. 

Some alignment programs that both translate and align sequences can make any number of : ■ 

15 frameshifts when translating the nucleotide sequence to produce the best alignment. The fewer ;../..- ; : 
frameshifts needed to produce an alignment, the stronger the similarity or identity between the query 
and profile or MS As. For example, a weak similarity resulting from no frameshifts can be abetter 
indication of activity or structure of a query sequence, than a strong similarity resulting from two 
frameshifts. Preferably, three or fewer frameshifts are found in an alignment; more preferably two or 
V 20 fewer frameshifts; even. more preferably, one or fewer frameshifts; even more preferably, no 
. : frameshifts are found in an alignment of query and profile or MS As; . ^ 

Conserved residues are those amino acids found at a particular position in all or some of the 
family or motif members. Alternatively, a position is considered conserved if only a certain class of 
' / . amino acids is found in a particular position in all or some of tlie family members. For example, the N- 

25 teirninal position can contain a positively charged amino acid, such as lysine, arginm 

Typically, a residue of a polypeptide is conserved when a class of amino acids or a single 
; amino acid is found at a particular position in at least about 40% of all class members; more typically, 
. at least about 50%; even more typically, at least about 60% of the members. Usually, a residue is 
conserved when a class or single amino acid is found in at least about 70% of the members of a family 
30 - or motif; more usually, at least about 80%; even more usually, at least about 90%; even more usually, 

; . : at least about 95%. . . ' ■ : : . , ' - ' , >': -■ ■ " : - •'" V : •' : < ' ' ' r . ' 

; • ' A residue is considered conserved when three unrelated amino acids are found at a particular 

position in some or all of the members; more usually, two unrelated amino acids. These residues axe 
V/' " •. v ~ : . conserved when the unrelated amino acids are found at particular positions in at least about 40% of all 



" ';' class member; more typically, at least about 50%; even more typically; at least about 60% of the 

members. Usually; a residue is conserved when a class or single amino acid is found in at least about 
i 70% of the members of a family or motif; more usually,, at least about 80%; even more usually, at least 

about 90%; even more usually, at least about 95%. 
5 ; A query sequence has similarity to a profile or MSA when the query sequence comprises at 

least about 25% of the conserved residues of the profile or MSA; more usually, at least about 30%; 
even more usually; at least about 40%: Typically, the query sequence has a stronger similarity to a 
profile sequence or MS A when the query sequence comprises at least about 45% of the conserved ' . 
- residues of the profile or MS A; more typically, at least about 50%; even more typically, at least about :■ , 

to 55%. : v>;\ ' fir0 r '^ v^.^W : ■ ' •>:" / 

J'V'/'-. Identification of Secreted & Membrane-Bound Polypeptides. Both secreted and membrane- 
■ : bound polypeptides of the present invention are of particular interest. For example, levels of secreted 
• polypeptides can be assayed in body fluids that are convenient, such as blood, plasma, serum, and other 
body fluids such as urine, prostatic fluid and semen. Membrane-bound polypeptides are useful for 
15 ; constructing vaccine antigens or inducing an immune response. Such antigens would comprise all or 
; : " part of the extracellular region of the membrane-bound polypeptides. Because both secreted and . : 

membrane-bound polypeptides comprise a fragment of contiguous hydrophobic amino acids, 
/ hydrophobicity predicting algorithms can be used to identify such polypeptides. 

• A signal sequence is usually encoded by both secreted and membrane-bound polypeptide genes 
20 to direct a polypeptide to the surface of the cell. The signal sequence usually comprises a stretch of 
hydrophobic residues. Such signal sequences can fold into helical structures. Membrane-bound 
polypeptides typically comprise at least one transmembrane region that possesses a stretch of 
: hydrophobic amino acids that can transverse the membrane. Some transmembrane regions also exhibit 
V a helical structure, Hydrophobic fragments within a polypeptide can be identified by using computer • 
25 algorithms. Such algorithms include Hopp & Woods, Proc. Natl. Acad. Sci; USA (1981) 78:3824- 

3828; Kyte & Doolittle, J. Mol. Biol; (1982) 157: 105-132; arid RAOAR algorithm, Degli Esposti et 
• al, Eur. J. BiocheriL (1990) 190: 207-219. : • V 

Another method of identifying secreted and membrane-bound polypeptides is to translate the 
.polynucleotides of the invention in all six frames and determine if at least 8 contiguous hydrophobic 
30 . amino acids are present. Those translated polypeptides with at least 8; more typically, 10; even more 
typically, 12 contiguous hydrophobic amino acids are considered to be either a putative secreted or 
' membrane bound polypeptide. Hydrophobic amino acids include alanine, glycine, histidine, isoleucine, 
leucine, lysine, methionine, phenylalariine, proline, threonine, tryptophan, tyrosine, and valine 
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Identification of the Function of an Expression Product of a Full-Lcnglh Gene 

Ribozymes, antisense constructs, and dominant negative mutants can be used to determine 
function of the expression product of a gene corresponding to a polynucleotide provided herein. These 
methods and compositions are particularly useful where the provided novel polynucleotide exhibits no 
significant or substantial homology to a sequence encoding a gene of known function. Antisense - 
molecules and ribozymes can be constructed from synthetic polynucleotides. Typically, the 
phosphoramidite method of oligonucleotide synthesis is used. See Beaucage et al , Tet Lett. (1981) 
22:1859 and USPN 4,668,777. Automated devices for synthesis are available to create 
oligonucleotides using this chemistry. Examples of such devices include Biosearch 8600, Models 392 
and 394 by Applied Biosys terns, a division of Perkin-Elmer Corp., Foster City, California, USA; and 
Expedite by Perceptive Biosystems, Framingham, Massachusetts, USA: Synthetic RNA, phosphate 
analog oligonucleotides, and chemically derivatized oligonucleotides can also be produced, and can be 
covalently attached to other molecules RNA oligonucleotides can be synthesized, for example, using 
RNA phosphoramidites; This method can be performed on an automated synthesizer, such as Applied 
Biosystems, Models 392 and 394, Foster City, California, USA. 

Phosphorothioate oligonucleotides can also be synthesized for antisense construction. A 
sulfurizing reagent, such as tetraethylthiruam disulfide (TETD) in acetonitrile can be used to convert 
the internucleotide cyanoethyl phosphite to the phosphorothioate triester within 15 minutes at room 
temperature. TETD replaces the iodine reagent, while all other reagents used for standard 
phosphoramidite chemistry remain the same. Such a synthesis method can be automated using Models 
392 and 394 by Applied Biosystems, for example. 

Oligonucleotides of up to 200 nt can be synthesized, more typically, 100 nt; more typically 50 
nt; even more typically, 30 to 40 nt. These synthetic fragments can be annealed and ligated together to 
construct larger fragments. See, for example, Sambrook et al., supra. Trans-cleaving catalytic RNAs 
(ribozymes) are RNA molecules possessing endoribonuclease activity! Ribozymes are- specifically 
designed for a particular target, and the target message must contain a specific nucleotide sequence. 
They are engineered to cleave any RNA species site-specifically in the background of cellular RNA. 
The cleavage event renders the mRNA unstable and prevents protein expression. Importantly, 
ribozymes can be used to inhibit expression of a gene of unknown function for the purpose of . 
determining its function in an in vitro or in vivo context, by detecting the phenotypie effect. One 
commonly used ribozyme motif is the hammerhead, for which the substrate sequence requirements are 
•minimal. Design of the hammerhead ribozyme, as well as therapeutic uses of ribozymes, are disclosed 
\ in Usman et al., Current Opin. S truct. Biol; (1996) 6:527. Methods for production of ribozymes, V 



including hairpin structure ribozyme fragments, methods of increasing ribozyme specificity, and the ' "~ ... .' • 
like are known in the art. V • ' : . ; \ . ; \ ' ■-. 

The hybridizing region of the ribozyme can be modified or can be prepared as a branched 
structure as described in Horn and Urdea, Nucleic Acids Res. (1989) 17:6959 The basic structure of 
5 ..V the ribozymes can also be chemically altered in ways familiar to those skilled in the art, and chemically 
v / synthesized ribozymes can be administered as synthetic oligonucleotide derivatives modified by 

monomeric units. In a therapeutic context, liposome mediated delivery of ribozymes improves cellular 
: ; ; uptake, as described in Birikh et aL Eur. J. Biochem; (1997) 245:1; • : 

Antisense nucleic acids are designed to specifically bind to RNA, resulting in the formation of - 
10 RNA-DNA or RNA-RNA hybrids, with an arrest of DNA replication, reverse transcription or 

messenger RNA translation. Antisense polynucleotides based on a selected polynucleotide sequence 
can interfere with expression of the corresponding gene. Antisense polynucleotides are typically 
generated within the cell by expression from antisense constructs that contain the antisense strand as ■ 
the transcribed strand. Antisense polynucleotides based on the disclosed polynucleotides will bind 
15 and/or interfere with the translation of mRNA comprising a sequence complementary to the antisense 
• polynucleotide. The expression products of control cells and cells treated with the antisense construct 
are compared to detect the protein product of the gene corresponding to the polynucleotide upon which 
the antisense construct is based. The protein is isolated and identified using routine biochemical 
V methods. •-■ ' ',/.'•• "/{-'- "'■■':[■ ' ''- }" ... ' :•- "> .;'■/■ - , / ■; i .. M -■ -. 

20 ; Given the extensive background literature and clinical experience in antisense therapy, one . 

skilled in the art can use selected polynucleotides of the invention as additional potential therapeutics. 
The choice of polynucleotide can be narrowed by first testing them for binding to "hot spot" regions of 
the genome of cancerous cells. If a polynucleotide is identified as binding to a "hot spot," testing the 
polynucleotide as an antisense compound in the corresponding cancer cells is warranted. 
' 25 As an alternative method for identifying function of the gene corresponding to a polynucleotide 
. disclosed herein, dominant negative mutations are readily generated for corresponding proteins that are 
: v active as homomultimers. A mutant polypeptide will interact with wild-type polypeptides (made from 
the other allele) and form a non-functional multimer. Thus, a mutation is in a substrate-binding /; 
. -domain, a catalytic domain, or a cellular localization domain. Preferably, the mutant polypeptide will 
30 • be overproduced. Point mutations are made that have such an effect. In addition, fusion of different _ 
; polypeptides of various lengths to the terminus of a protein can yield dominant negative mutants. 

General strategies are available for making dominant negative mutants (see, e.g., Herskowitz, Nature 
V j (1987) 329:219). Such techniques can be used to create loss of function mutations, which are useful • . 
for determining protein function. ^v\V/-'\ : ; : y * : -- X" : 1 - 



Polypeptides and Variants Thereof ; \ .'" "V " : : y/-\.'-- ^ V 

. ; ! . - The polypeptides of the invention include those encoded by the disclosed polynucleotides, as 
well as nucleic acids that, by virtue of the degeneracy of the genetic code, are not identical in sequence 
to the disclosed polynucleotides. Thus, the invention. includes within its scope a polypeptide encoded 
5 by a polynucleotide having the sequence of any one of SEQ ID NOS:1-6010 or a variant thereof. 

In general, the term "polypeptide" as used herein refers to both the full length polypeptide 
encoded by the recited polynucleotide, the polypeptide encoded by the gene represented by the recited ; 
polynucleotide, as well as portions or fragments thereof. "Polypeptides" also includes variants of the 
naturally occurring proteins, where such variants are homologous or substantially similar to the 
10 naturally occurring protein, and can be of an origin of the same or different species as the naturally 
occurring protein (e.g., human, murine, or some other species that naturally expresses the recited 
polypeptide, usually a mammalian species). In general, variant polypeptides have a sequence that has 
at least about 80%, usually at least about 90%, and more usually at least about 98% sequence identity 
with a differentially expressed polypeptide of the invention, as measured by BLAST 2. 0 using the 
.15 : . parameters described above. The variant polypeptides can be naturally or non-naturally glycosylated, 
' i.e., the polypeptide has a glycosylation pattern that differs from the glycosylation pattern found in the 
corresponding naturally occurring protein: V .' • : ' 

The invention also encompasses homologs of the disclosed polypeptides (or fragments thereof) 
. - where the homologs are isolated from other species, i.e. other animal or plant species, where such 
20 . homologs, usually mammalian species, e^g. rodents, such as mice, rats; domestic animals, e.g., horse, 
cow, dog, cat; and humans. By "homolog" is meant a polypeptide having at least about 35%, usually 
- at least about 40% and more usually at least about 60% amino acid sequence identity to a particular , 

differentially expressed protein as identified above, where sequence identity is determined using the 
. ' BLAST 2.0 algorithm, with the parameters described supra. ' , 
25 In general, the polypeptides of the subject invention are provided in a non-naturally occurring 

environment, e.g. are separated from their naturally occurring environment. In certain embodiments, 
the subject protein is present in a composition that is enriched for the protein as compared to a control. 
As such, purified polypeptide is provided, where by purified is meant that the protein is present in a v; 
composition that is substantially free of non-differentially expressed polypeptides, where by . 
<■ 30: . substantially free is meant that less than 90%, usually less than 60% and more usually less than 50% of 
the composition is made up of non-differentially expressed polypeptides.. 

/ Also within the scope of the invention are variants; variants of polypeptides include mutants, 
fragments, and fusions. Mutants can include amino acid substitutions, additions or deletions. The 
; • amino acid substitutions can be conservative amino acid substitutions or substitutions to eliminate non- 



• essential amino acids, such as to alter a glycosylation site, a phosphorylation site or an acetylation site, 
or to minimize mis folding by substitution or deletion of one or more cysteine residues that are not : : 
; necessary for function. Conservative amino acid substitutions are those that preserve the general 
. ' charge, hydrophobicity/ hydrophilicity, and/or steric bulk of the amino acid substituted. Variants can .... 
5 be designed so as to retain or have enhanced biological activity; of a particular region of the protein 
(e.g., a functional domain and/or, where the polypeptide is a member of a protein family, a region 
associated with a consensus sequence). Selection of amino acid alterations for production of variants 
can be based upon the accessibility (interior vs. exterior) of the amino acid (see, e.g., Go et al, Int. J. 
7 • Peptide Protein Res. (1980) 15:21 1), the thermostability of the variant polypeptide (see, e.g., Querol et 
10 al, Prot. Eng. (1996) 9:265), desired glycosylation sites (see, e.g., Olsen and Thomsen, J. Gen. 

Microbiol. (1991) 137:579), desired disulfide bridges (see, e.g., Clarke et al, Biochemistry (1993) 
: , 32:4322; and Wakarchuk et al., Protein Eng. (1994) 7:1379), desired metal binding sites (see, e.g., ; 
; V Tomaet al.. Biochemistry (1991) 30:97, and Haezerbrouck et al., Protein Eng. (1993) 6:643), and ■ 

desired substitutions within proline loops (see, e.g., Masul et at., Appl. Env. Microbiol. (1994) y 
15 60:3579). Cysteine-depleted muteins can be produced as disclosed in USPN 4,959,3 14. ; ' ; v \ 
Variants also include fragments of the polypeptides disclosed' herein, particularly haptens, 
biologically active fragments, and/or fragments corresponding to functional domains. Fragments of 
o-VU"/ interest will typically be at least about 10 aa to at least about 15 aa in length, usually at least about 50 
aa in length, and can be as long as 300 aa in length or longer, but will usually not exceed about 1000 aa 
20 in length, where the fragment will have a stretch of amino acids that is identical to a polypeptide 
•J- -;■,.[ • encoded by a polynucleotide having a sequence of any SEQ 1D NOS.1-6010, or a homplog thereof 
The protein variants described herein are encoded by polynucleotides that are within the scope of the 
invention. The genetic code can be used to select the appropriate codons to construct the 
. corresponding variants. : / : ' •' 

25 Computer-Related Embodiments 

e ; In general, a library of polynucleotides is a collection of sequence information, which 

information is provided in either biochemical form (e.g., as a collection of polynucleotide molecules), 
1 ; or in electronic form (e.g., as a collection of polynucleotide sequences stored in a computer-readiable 
; ; form, as in a computer system and/or as part of a computer program). The sequence information of the 
30 polynucleotides can be used in a variety of ways, e.g:, as a resource for gene discovery, as a 

: representation of sequences expressed in a selected cell type (e.g., cell type markers), and/or as markers 
of a given disease or disease state. In general, a disease marker is a representation of a gene product 
: : . that is present in all cells affected by disease either at an increased or decreased level relative to a • 
normal cell (e.g., a cell of the same or similar type that is not substantially affected by disease). For 



example, a polynucleotide sequence in a library can be a polynucleotide that represents an mRNA, \ 
polypeptide, or other gene product encoded by the polynucleotide, that is either overexpressed or. 
; underexpressed in a breast ductal cell affected by cancer relative to a normal (i.e., substantially disease- 
. free) breast cell. v . ' ' . • • .'- : : v.';: - ... 

5 The nucleotide sequence information of the library can be embodied in any suitable form, e.g., 

electronic or biochemical forms. For example, a library of sequence information embodied in 
electronic form comprises an accessible computer data file (or, in biochemical form, a collection of 
nucleic acid molecules) that contains the representative nucleotide sequences of genes that are 
f. differentially expressed (e.g., overexpressed or underexpressed) as between, for example, i) a 5 
10; cancerous cell and a normal cell; ii) a cancerous cell and a dysplastic cell- iii) a cancerous cell and a cell 
affected by a disease or condition other than cancer; iv) a metastatic cancerous cell and a normal cell 
and/or non-metastatic cancerous cell; v) a malignant cancerous cell and a non-malignant cancerous cell 
(or a normal cell) and/or vi) a dysplastic cell relative to a normal cell. Other combinations and 
comparisons of cells affected by various diseases or stages of disease will be readily apparent to the 



15 ordinarily skilled artisan. Biochemical embodiments of the library include a collection of nucleic acids 
r that have the sequences of the genes in the library, where the nucleic acids can correspond to the entire 
gene in the library or to a fragment thereof, as described in greater detail below. 




,. of a plurality of polynucleotide sequences, where at least one of the polynucleotides has a sequence of 
20 any of SEQ ID NOS: 1-6010. By plurality is meant at least 2, usually at least 3 and can include up to 
all of SEQ ID NOS: 1-6010. The length and number of polynucleotides in the library will vary with 
the nature of the library, e;g., if the library is an oligonucleotide array, a cDNA array, a computer 



database of the sequence information, etc. 

\ Where the library is an electronic library, the nucleic acid sequence information can be present 
25 in a variety of media. "Media" refers to a manufacture, other than an isolated nucleic acid molecule, 
that contains the sequence information of the present invention. Such a manufacture provides the 
genome sequence or a subset thereof in a form that can be examined by means not directly applicable 
/ to the sequence as it exists in a nucleic acid. For example, the nucleotide sequence of the present 
; ; invention, e.g. the nucleic acid sequences of any of the polynucleotides of SEQ ID NOS : 1-6010, can 
30 - be recorded on computer readable media,, e.g. any medium that can be read and accessed directly by a 
computer. Such media include, but are not limited to: magnetic storage media, such as a floppy disc, a 
hard disc storage medium, and a magnetic tape; optical storage media such as CD-ROM; electrical 
storage media such as RAM and ROM; and hybrids of these categories such as magnetic/optical 
storage media. One of skill in the art can readily appreciate how any of the presently known computer , 




readable mediums can be used to create a manufacture comprising a recording of the present sequence 



• V . information. "Recorded" refers to a process for storing information on computer readable medium, : ; • • 

using any such methods as known in the art. . Any convenient data storage structure can be chosen,. 
. based on the means used to access the stored information, A variety of data processor programs and ; 
v / 5 formats can be used for storage, e.g. word processing text file, database format, etc. ; In addition to the. 

- ;. r ; . ; ; . sequence information, electronic versions of the libraries of the invention can be provided in - : 
S : : : y conjunction or connection with other computer-readable information and/or other types of computer- 

;;v";;;;;: readable files (e:g., searchable files, executable files, etc, including, but not limited to, for example, 
. " : \ search program software, etc.). . . ,'• ,.; -•' ■ ? ■■ '-. ; 

; 10 ■■ By providing the nucleotide sequence in computer readable form, the information can be , 

accessed for a variety of purposes. Computer software to access sequence information is publicly ; 
y'c : - % available.; For example, the gapped BLAST (Altschul et al. Nucleic Acids Res. (1997) 25:3389-3402) • :■ 

: . and BLAZE (Brutlag et al. Comp. Chem. (1993) 17:203) search algorithms on a Sybase system can be ' 
• ; , used to identify open reading frames (ORFs) within the genome that contain homology to ORFs from 
: ''' : iif}y[ 15 . other organisms/: •/ \ r . ■■ v •*'. ■:' -.'./' "v-'N-. '"..'•":•"< ■ i : ., ,• •' ;■.',■•■/"■ ' V • "• . ' v - 

; : .V ; :. : V; -x As used herein, "a computer-based system" refers to the hardware means, software means, and . 

data storage means used to analyze the nucleotide sequence information of the present invention. The 
: minimum hardware of the computer-based systems of the present invention comprises a central . :. 
/. ; ; processing unit (CPU), input means, output means, and data storage means. A skilled artisan can 
20 readily appreciate that any one of the currently available computer-based system are suitable for use in 
the present invention. The data storage means can comprise any manufacture comprising a recording • 
.'•',/•;•- of the present sequence information as described above, or a memory access means that can access :• 

. such a manufacture. ' ■"; "• = \- 

; "Search means" refers to one or more programs implemented on the computer-based system, ' 
."■ ":'•./- 25 - : to compare a target sequence or target structural motif, or expression levels of a polynucleotide in a 

. sample, with the stored sequence information. Search means can be used to identify fragments or : . 
regions of the genome that match a particular target sequence or target motif. A variety of known 
algorithms are publicly known and commercially available, e.g. MacPattern (EMBL), BLASTN and .; 
: - > BLASTX (NCBI). A "target sequence" can be any polynucleotide or amino acid sequence of six or 
30; more contiguous nucleotides or two or more amino acids, preferably from about' 10 to 100 amino acids ; 
• : , ' . or from about 30 to 300 nt A variety of comparing means can be used to accomplish comparison of 

sequence information from a sample (e.g., to analyze target sequences, target motifs, or relative 
-:' . -\'. ; ; expression levels) with the data storage means. A skilled artisan' can readily recognize that any one of f 

'• ;?. the publicly available homology search programs can be used as the search means for the computer ' .• 




based systems of the present invention to accomplish comparison of target sequences and motifs . 
v Computer programs to analyze expression levels in a sample and in controls are also known in the art, 
. j ; A "target structural motif," or "target motif," refers to any rationally selected sequence or 

combination of sequences in which the sequence(s) are chosen based on a three-dimensional 
, 5 configuration that is formed upon the folding of the target motif, or on consensus sequences of 

regulatory or active sites. There are a variety of target motifs known in the art. Protein target motifs 
include, but arc not limited to, enzyme active sites and signal sequences.. Nucleic acid target motifs ^ 
, include, but are not limited to, hairpin structures, promoter sequences and other expression elements 



10 • A variety of structural formats for the input and output means can be used to input and output 

the information in the computer-based systems of the present invention. One format for an output ".; 
means ranks the relative expression levels of different polynucleotides. Such presentation provides a 
" skilled artisan with a ranking of relative expression levels to determine a gene expression profile. 
- ; As discussed above, the "library" of the invention also encompasses biochemical librarics.of 

.15 . , the polynucleotides of SEQ ID NOS : 1 -6010 , e.g. , collections of nucleic acids representing the 

provided polynucleotides. The biochemical libraries can take a variety of forms, e.g., a solution of 
cDNAs, a pattern of probe nucleic acids stably associated with a surface of a solid support (i.e., an 

; " array) and the like. Of particular interest are nucleic acid arrays in which one or more of SEQ IP 

NOS: 1-60 10 is represented on the array . By array is meant a an article of manufacture that has at least 

20 a substrate with at least two distinct nucleic acid targets on one of its surfaces, where the number of 
distinct nucleic acids can be considerably higher, typically being at least 10, usually at least 20, and 
often at least 25 distinct nucleic acid molecules. A variety of different array formats have been 
developed and are known to those of skill in the art. The arrays of the subject invention find use in a 
variety of applications, including gene expression analysis, drug screening, mutation analysis and the 

25 like, as disclosed in the above-listed exemplary patent documents. 

In addition to the above nucleic acid libraries, analogous libraries of polypeptides are also 
provided, where the polypeptides of the library will represent at least a portion of the polypeptides 
encoded by a gene corresponding to one or more of SEQ ID NOS: 1-60 10. 

Utilities : - ■. ■'.-■:\;V : ,-\ ;■• ■ '-^ • v: / •*-. • , •"' 

30 • ; The polynucleotides of the invention are useful in a variety of applications. Exemplary utilies 



f ■ Construction of Larger Molecules: Recombinant DNAs and Nucleic Acid Multimers. In one 
embodiment of particular interest, the polynucleotides described herein as useful as the building blocks 
for larger molecules In one example, the polynucleotide is a component of a larger cDNA molecule; 



which in turn can- be adapted for expression in a host cell (e.g. , a bacterial or.eukaryotic (e.g., yeast or 
mammalian) host cell). The cDNA can include, in addition to the polypeptide encoded by the starting 
material polynucleotide (z'.e:, a polynucleotide described herein), an amino acid sequence that is 
heterologous to the polypeptide encoded by the polynucleotide described herein (e.g., as in a sequence 
encoding a fusion protein). In some embodiments, the polynucleotides described herein is used as 
starting material polynucleotide for synthesizing all or a portion of the gene to which the described 
polynucleotide corresponds: For example, a DN A molecule encoding a full-length human polypeptide 
can be constructed using a polynucleotide described herein as starting material. 

In another embodiment, the polynucleotides of the invention are used in nucleic acid multimers 
. Nucleic acid multimers can be linear or branched polymers of the same repeating single-stranded 
oligonucleotide unit or different single-stranded oligonucleotide units. Where the molecules are 
branched, the multimers are generally described as either "fork" or "comb" structures. The 
oligonucleotide units of the multimer may be composed of RNA, DN A, modified, nucleotides or 
combinations thereof. At least one of the units has a sequence, length, and composition that permits it 
to bind specifically to a first single-stranded nucleotide sequence of interest, typically analyte or an 
oligonucleotide bound to the analyte. In order to achieve such specificity and stability, this unit will 
normally be 15 to 50 nt, preferably 15 to 30 nt, in length and have a GC content in the range of 40% to 
60%. In addition to such unit(s), the multimer includes a multiplicity of units that are capable of 
hybridizing sjpecifically and stably to a second single-stranded nucleotide of interest, typically a labeled 
oligonucleotide or another multimer. These units will also normally be 15 to 50 nt, preferably 15 to 30 
nt, in length and have a GC content in the range of 40% to 60%. When a multimer is designed to be 
hybridized to another multimer, the first and second oligonucleotide units are heterogeneous (different). 
One or more of the polynucleotides described herein, or a portion of a polynucleotide described herein, 
can be used as a repeating unit of such nucleic acid multimers. 

The total number of oligonucleotide units in the multimer will usually be in the range of 3 to 
50, more usually 10 to 20. In multimers in which the unit that hybridizes to the nucleotide sequence of 
interest is different from the unit that hybridizes to the labeled oligonucleotide, the number ratio of the ' 
latter to the former will usually be 2:1 to 30:1, more usually 5:1 to 20:1, and-preferably 10:1 to 15:1. 

The oligonucleotide units of the multimer may be covalently linked directly to each other 
through phosphodiester bonds or through interposed linking agents such as nucleic acid, amino acid, 
carbohydrate or polyol bridges, or through other crossrlinking agents that are capable of cross-linking 
nucleic acid or modified nucleic acid strands : The site(s) of linkage may be at the ends of the unit (in 
either normal 3,-5- orientation or randomly oriented) and/or at one or more internal nucleotides in the 
strand: In linear multimers the individual units are linked end-to-endlo form a linear polymer. In one 




/ - type of branched multimcr three or more, oligonucleotide units emanate from a point of origin to form a 

branched structure. The point of origin may be another oligonucleotide unit or a multifunctional 
' ; : ■ ; i molecule to which at least three units. can be covalently bound. In another type, there is an 

.■";--/V. : " ' oligonucleotide unit backbone with one or more pendant oligonucleotide units. These latter- type 
;'"-'5 ' mul timers are "fork-like", "combrlike" or combination "fork-" and "comb-like" in structure. The 
7 pendant units will normally depend from a modified nucleotide or other organic moiety having <; 

' - appropriate functional groups to which oligonucleotides may be conjugated or otherwise attached. The 
multimer may be totally linear, totally branched, or a combination of linear and branched portions. 
Preferably there will be at least two branch points in the multimer, more preferably at least 3, . * " v 

10 preferably 5 to 10. The multimer may include one or more segments of double-stranded sequences. 
.". Multimeric nucleic acid molecules are useful in amplifying the signal that results from 
hybridization of one the first sequence of the multimeric molecule to a target sequence. The 
; amplification is theoretically proportional to the number of iterations of the second segment. ; :. 
Without being held to theory, forked structures of greater than about eight branches exhibited 
15 steric hindrance which inhibited binding of labeled probes to the multimer. On the other hand, comb 
- . : structures exhibit little or no steric problems and are thus a preferred type of branched multimer. For a ; 
; ^ description of branched nucleic acid multimers of both the fork and comb types, as well as methods of . , 
,-> ■ : use and synthesis, see, e.g\ U.S. Pat. Nos. 5,124,246 (fork-type structures); 5,710,264 (synthesis of 

; , ;j ; : - comb structures); and 5,849,481; / ; \ • -'. • - > -"• 

. ' 20 Use of Polynucleotide Probes in Mapping, and in Tissue Profiling. Polynucleotide probes, " 

\\ generally comprising at least 12 contiguous nt of a polynucleotide as shown in the Sequence Listing, . ; . 

• are used for a variety of purposes, such as chromosome mapping of the polynucleotide and detection of 
transcription levels. Additional disclosure about preferred regions of the disclosed polynucleotide 
sequences is found in the Examples. A probe that hybridizes specifically to a polynucleotide disclosed 
25. herein should provide a detection signal at least 5-, 10-, or 20-fold higher than the background 7 
-JX-'- ■ hybridization provided with other unrelated sequences. " ; • '' 

" Detection of Expression Levels. Nucleotide probes are used to detect expression of a gene ' • • 

corresponding to the provided polynucleotide. In Northern blots, mRNA is separated : . 

,'. r electirophorctically and contacted with a probe. A probe is detected as hybridizing to an mRNA species ^ /. 
' ■ 30 of a particular size. The. amount of hybridization is quantitated to determine relative amounts of 

7 expression, for example under a particular condition. Probes are used for in situ hybridization to cells • 
*./*} to detect expression. Probes can also be used in vivo for diagnostic detection of hybridizing sequences. 

Probes are typically labeled with.a radioactive isotope. Other types of detectable labels can be used . - 
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; . such as chromophores, fluors, and enzymes. Other examples of nucleotide hybridization assays are • ? 
• ■ - 1']- described in WQ92^ : : " • ,. 

/ ; / • ^ Alternatively, the Polymerase Chain Reaction (PCR) is another means for detecting small 

• amounts of target nucleic acids (see, e.g., Mullis et al., Meth. Enzymol. (1987) 155:335; USPN - 
...5." 4,683,195; and USPN 4,683,202). Two primer polynucleotides nucleotides that hybridize with the . : - 
: : target nucieic acids are used to prime the reaction. The primers can be composed of sequence within or 
-■■;\. • 3' and5 ? to the polynucleotides of the Sequence Listing. Alternatively, if the primers are 3' and 5' to V 

; these polynucleotides, they need not hybridize to them or the complements. After amplification of the ' V , 
;' ; V;-y^ target with a thermostable polymerase, the amplified target nucleic acids can be detected by methods 
. 10 . known in the art, e.g., Southern blot. mRNA or cDNA can also be detected by traditional blotting ; - : : 

• . : techniques (e.g., Southern blot, Northern blot, etc.) described in Sambrook et al., "Molecular Cloning: ; "" -v.' 
\: ; / ; A Laboratory Manual" (New York, Cold Spring Harbor Laboratory, 1989) (e.g., without PCR : 

' ; amplification). In general, mRNA or cDNA generated from mRNA using a polymerase enzyme can be 
purified and separated using gel electrophoresis, and transferred to a solid support, such as . • ; 

15 nitrocellulose. The solid support is exposed to a labeled probe, washed to remove any unhybridized 
probe, and duplexes containing the labeled probe are detected; ; \ y 

Mapping. Polynucleotides of the present invention can be. used to identify a chromosome on 
• : . which the corresponding gene resides. Such mapping can be useful in identifying the function of the , • . , . 

v. ; , polynucleotide-related gene by its proximity to other genes with known function. Function can also be 

- 20 j assigned to the polynucleotide-related gene when particular syndromes or diseases map to the same 
'■' chromosome:; For example,' use of polynucleotide probes in identification and quantification of nucleic 
;V-v acid sequence aberrations is described in USPN 5,783,387. An exemplary mapping method is :■ 
. : fluorescence in situ hybridization (FISH), which facilitates comparative genomic hybridization to allow 

v y total genome assessment of changes in relative copy number of DNA sequences (see, e.g., Valdes et 
; 25 a]., Methods in Molecular Biology (1997) 68:1). Polynucleotides can also be mapped to particular ■ ■ . .V -. 

; ■ jv" chromosomes using, for example, radiation hybrids or chromosome-specific hybrid panels. See Leach 

i-X et al., Advances in Genetics, (1995) 33:63-99; Walter et al., Nature Genetics (1994) 7:22; Walter and 
r;\ ; Goodfellow, Trends in Genetics (1992) 9:352. Panels for radiation hybrid mapping are available from 
'■ ' . Research Genetics, Inc., Huntsville, Alabama, USA. Databases for markers using various panels are 
. 30 ' available via the world wide web at sites supported by the Stanford Human Genome Center (Stanford 
v University) and the Whitehead Institute for Biomedical Research/MIT Center for Genome Research. . ' 

The statistical program RHMAP can be used to construct a map based on the data from radiation ' 
>: .hybridization with a measiu*e of the relative likel^ RHMAP is 

: available via the world wide web at a site supported by the University of Michigan. In addition, . 



commercial programs are available for identifying regions of chromosomes commonly associated with !/•:-. 
•' v,,-' : disease, such as cancer/ J • -"■-) ' ■ ' ' ' "• -"'/;■ ' •• ' - • •. '_' •• ' ; : : 1 

: Tissue Typing or Profiling. Expression of specific mRNA corresponding to the provided ' " ' . 

. polynucleotides can vary in different cell types and can be tissue-specific. This variation of mRNA ; '• 

5 ; .' levels in different cell types can be exploited with nucleic acid probe assays to detenrune tissue types. 
Viv-V For example, PCR, branched DNA probe assays, or blotting techniques utilizing nucleic acid probes 

substantially identical or complementary to polynucleotides listed in the Sequence Listing can . 
■■'.'i',"' determine the presence or absence of the corresponding cDNA or mRNA. : ; • " 

y : •' ; ^ Tissue typing can be used to identify the developmental organ or tissue source of a metastatic V. 

' . 1 0 lesion by identifying the expression of a particular marker of that organ or tissue. If a polynucleotide is 

expressed only in a specific tissue type, and a metastatic lesion is found to express that polynucleotide, 
then the developmental source of the lesion has been identified. Expression of a particular 
■:; polynucleotide can be assayed by detection of either the corresponding mRNA. or the protein product, v 
: As would be readily apparent to any forensic scientist, the sequences disclosed herein are useful in ; : ; 
v ,15 differentiating human tissue from non-human tissue. In particular, these sequences are useful to 

■ ■ 'differentiate human tissue from bird, reptile, and amphibian tissue, for example. ". ; • 

: - / > ' .Use of Polymorphisms . A polynucleotide of the invention can be used in forensics, genetic ■ / r - r 

. analysis^ mapping, and diagnostic applications where the corresponding region of a gene is / 
, ; •, polymorphic in the human population. Any means for detecting a polymorphism in a gene can be used, 

. 20 including, but hot limited to electrophoresis of protein polymorphic variants, differential sensitivity to 
restriction enzyme cleavage, and hybridization to allele-specific probes. 
' \ Antibody Production. Expression products of a polynucleotide of the invention, as well as the : 

:.' •)" corresponding mRNA, cDNA, or complete gene, can be prepared and used for raising antibodies for - ; 

/• experimental, diagnostic,, and therapeutic purposes. For polynucleotides to which a corresponding gene 
25 , has not been assigned, this provides an additional method of identifying the corresponding gene. The 
. . polynucleotide or related cDNA is expressed as described above, and antibodies are prepared. These 
■ antibodies are specific to an epitope on the polypeptide encoded by the polynucleotide, and can : 

precipitate or bind to the corresponding native protein in a cell or tissue preparation or in a cell-free 
k v extract of ah in vitro expression system. . . : • ;-\ 1 ., ,•. . ? ' ■ : 

v m 30 . Methods for production of antibodies that specifically bind a selected antigen are well known - 

. .in the art. Immunpgens for raising antibodies can be prepared by mixing a polypeptide encoded by a ' 
' - . ' polynucleotide of the invention with an adjuvant, and/or by making fusion proteins with larger 

;. . ' ;Ji> immunogenic proteins: Polypeptides can also be covalently linked to other larger immunogenic 

. il;. , J proteins, such as keyhole limpet hemoeyanin. . Immunpgens are typically administered intradcrmally, ... 



subcutaneously, or intramuscularly to experimental animals such as rabbits, sheep, and mice, to 
generate antibodies. Monoclonal antibodies can be generated by isolating spleen cells and fusing : 
myeloma cells to form hy bridomas . Alternatively, the selected polynucleotide is administered directly, 
such as by intramuscular injection, and expressed in vivo. The expressed protein generates a variety of 
protein-specific immune responses, including production of antibodies, comparable to administration 
of the protein. -. \; : ' . ;';;// . , , " : - /■ . • ,■ ."■ ■ ■ ■ ' • '}[' \ .•' 

Preparations of polyclonal and monoclonal antibodies specific for polypeptides encoded by a 
selected polynucleotide are made using standard methods known in the art. The antibodies specifically 
bind to epitopes present in the polypeptides encoded by polynucleotides disclosed in the Sequence 
Listing. Typically, at least 6, 8, 10, or 12 contiguous amino acids are required to form an epitope. 
Epitopes that involve non-contiguous amino acids may require a longer polypeptide, e.g., at least 15, 
25, or 50 amino acids/ Antibodies that specifically bind to human polypeptides encoded by the • 
provided polypeptides should provide a detection signal at least 5 I 0- 5 or 20-fold higher than a ; 
detection signal provided with other proteins when used in Western blots or other immunochemical 
assays; Preferably, antibodies that specifically bind polypeptides contemplated by the invention do not 
bind to other proteins in immunochemical assays at detectable levels and can irrirnunoprecipitate the. 
specific polypeptide from solution. • . • •'• • V-'l .". 

The invention also contemplates naturally occurring antibodies specific for a polypeptide of 
the invention. For example, serum antibodies to a polypeptide of the invention in a human population; 
can be purified by methods well known in the art, e.g., by passing antiserum over a column to which 
the corresponding selected polypeptide or fusion protein is bound. The bound antibodies can then be 
eiuted from the colurnn, for example, using a buffer with a high salt concentration. 

In addition to the antibodies discussed above, the invention also contemplates genetically 
engineered antibodies antibodies (e.g., chimeric antibodies, humanized antibodies, human antibodies 
produced by a transgenic animal (e.g., a transgenic mouse such as the XenomousTM), antibody 
derivatives (e:g , single chain antibodies, antibody fragments (e.g., Fab, etc.)), according to methods 
well known in the art t ■ :: - '/ ;^ ; ! . : ' : . 
Polynucleotides or Arrays for Diagnostics. ■ ^ : ; : • 

, Polynucleotide arrays provide a high throughput technique that can assay a large number of 
polynucleotides in a sample. This technology can be used as a diagnostic and as tool to test for 
differential expression expression, e.g., to determine, function of an encoded protein. A variety of 
methods of producing arrays, as well as variations of these methods, are known in the art and ; .. 
• contemplated for use in the invention. For example, arrays can be created by spotting polynucleotide 
probes onto a substrate (e.g., glassy nitrocellulose, etc.) in a two-dimensional matrix or array having •• 



'■ ' ' v bound probes. The probes can be bound to the substrate by either covalent bonds or by non-specific ; V - ; ' 

. interactions, such as hydrophobic interactions. Samples of polynucleotides can be detectably labeled ' 
" (e.g., using radioactive or fluorescent labels) and then hybridized to the probes. Double stranded - 

polynucleotides, comprising the labeled sample polynucleotides bound to probe polynucleotides, can be . 
5 detected once the unbound portion of the sample is washed away. Alternatively, the polynucleotides of •' 

the test sample can be immobilized on the array, and the probes detectably labeled. Techniques for V 
'J:- ^ constructing arrays and methods of using these arrays are described in, for example, Schenaet al. : 
• / ; : - ' C(\996) ProcNatl Acad Sci U S A. 93(20): 1 0614-9; Schena et al. (1995) Science 270(5235):467-70;. 

; '■('' • : Shalon et al: (1996) Genome Res. 6(7):639^45 ? USPN 5,8()7,522, EP 799 897; WO 97/29212; WO ,''f 
jy-^Hfi 97/27317; EP 785 280; WO 97/02357; USPN 5,593,839; USPN 5,578,832; EP 728 520; ■ / 
^ ; ; '-'-l. JuSFN 5,599,695: EP 721 016; USPN 5,556,752; WO 95/22058; and USPN 5,631,734; / '. 

- : ; ; ' Arrays can be used to, for example, examine differential expression of genes and can be used . 
' ; to determine gene function. For example, arrays can be used to detect differential expression of a gene V/ : 

. corresponding to a polynucleotide of the invention, where expression is compared between a test cell ; «•/ 
v4 : 15 : and control cell (e,g , cancer cells and normal cells). For example, high expression of a particular. ' 
''' ,•• ; •:;- •..";> message in a cancer cell, which is not observed in a corresponding normal cell, can indicate a cancer - . 

specific gene product. Exemplary uses of arrays are further described in, for example, Pappalarado et 

• • • al., Sem. Radiation Oncol. (1998) 8:217; and Ramsay Nature BiotechnoL (1998) 16:40. Furthermore, , / 

many variations on methods of detection using arrays are well within the skill in the art and within the 
20 scope of the present invention. For example, rather than immobilizing die probe to a solid support, the; ' ; . 
/- Jest sample can be immobilized on a solid support which is then contacted with the probe. - 
/' . Differential Expression in Diagnosis :7 *, : - ^ - /;. *>" /-_.; - • ' T. ; 

■ The polynucleotides of the invention can also be used to detect differences in expression levels . 

. .between two cells, e g., as a method to identify abnormal or diseased tissue in a human. For 
. : 25. polynucleotides corresponding to profiles of protein families, the choice of tissue can be selected \ 

according to the putative biological function. In general, the expression ofa gene corresponding to a ; 
: ^ ; A (specific polynucleotide is compared between a first tissue that is suspected of being diseased and a 

- second, normal tissue of the human. The tissue suspected of being abnormal or diseased can be '. •• . ' 

{' derived from a different tissue type of the human, but preferably it is derived from the same tissue type; / \ ".. v , 
vi"" V ; 30 for example, an intestinal polyp or other. abnormal growth should be compared with normal intestinal; ; . ; - 

• ; ; tissue.: The normal tissue can be the same tissue as that of the test sample, or any normal tissue of the ;. \ 

• ; . " patient, especially those that express the polynucleotide-related gene of interest (e.g., brain, thymus, . . ^ 
V / ;■ testis, heart, prostate, placenta, spleen, small intestine, skeletal muscle, pancreas, arid the mucosal . ; / . 

'v r " lining of the colon). A difference between the polynucleotide-related gene, mRNA, or protein in the '^'y r ^y-^ f> If 




* two tissues which arc compared, for example, in molecular weight, amino acid or nucleotide sequence, r ';, . 
'/";'. " •• : or relative abundance, indicates a change in the gene, or a gene which regulates it, in the tissue of the ; • . 
-. human that was suspected of being diseased. Examples of detection of differential expression and its ; • v 

• • . use in diagnosis ofc^cer are described in USPNs 5,688,641 and 5,677,125. " • ' • : : 

v ■ 5 v, ... ' A genetic predisposition to disease in ; 

j ■ . levels of an mRNA or protein corresponding to a polynucleotide of the invention in a fetal tissue with 
• • levels associated in normal fetal tissue; Fetal tissues that are used for this purpose include, but are riot " 

\ V ; limited to, amniotic fluid, chorionic villi, blood, and the blastomere of an in vitro-fertilized embryo. 

The comparable normal polynucleotide-related gene is obtained from any tissue. The mRNA or v f 
10 protein is obtained from a normal tissue of a human in which the polynucleotide-related gene is 

expressed. Differences such as alterations in the nucleotide sequence or size of the same product of the 
fetal pp ; 
•;. : sequence, or relative abundance of fetal protein, can indicate a germline mutation in the polynucleotide- : 
related gene of the fetus, which indicates a genetic predisposition to disease. In general, diagnostic, ... - . . 
15 prognostic, and other methods of the invention based on differential exprc^ • : ; :' 

: level or amount of a gene product particularly a differentially expressed gene product, in a test sample : 

obtained from a patient suspected of having or being susceptible to a disease (e.g., breast cancer, lung 
; : cancer, colon cancer and/or metastatic forms thereof), and comparing the detected levels to tliose levels > > . , 
• foundin normal cells (e.&, cells substantially unaffected by cancer) and/or other control cells (e.g., to , . \ 
. 20 ' . differentiate a cancerous cell from a cell affected by dysplasia). Furthermore, the severity of the 

disease can be assessed by comparing the detected levels of a di fferentially expressed gene product 
with those levels detected in samples representing the levels of differentially expressed gene product 
: associated with varying degrees of severity of disease. It should be noted that use of the term 

"diagnostic", herein is not necessarily meant to exclude "prognostic" or "prognosis," but rather is used 
//;: : ; "".'.V.; 25 as a matter of convenience. V- ; • - y. ' 

The term "differentially expressed gene" is generally intended to encompass a polynucleotide 
->:'.!■'; • • that can, for example, include an open reading frame encoding a gene product (e.g., a polypeptide), 

' and/or introns of such genes and adjacent 5' and 3' non-coding nucleotide sequences involved in the ." ; 

. ' regulation of expression, up to about 20 kb beyond the coding region,, but possibly further in either 

30 direction. The gene can be introduced into an appropriate vector for extrachromosomal maintenance or 

.for integration into a host genome. In general, a difference in expression level associated with a : . ■ ■ ■■ 

; decrease in expression level of at least about 25%, usually at least about 50% to 75%, more usually at 
; '■' ; /? . - ' . ! least about 90% or more is indicative of a differentially expressed gene of interest, i.e., a gene that is 
,/ ]■,.;:•"' V. . underexpressed or down-regulated in the test sample relative to a control sample; Furthermore, a ■- - 




"difference in expression level associated with an increase in expression of at least about 25%, usually; • 
; at least about 50% to 75%, more usually at least about 90% and can be at least about l!/2-fold, usually : 
at least about 2- fold to about 10- fold, and can be about 100-fold to about 1,000-fold increase relative , 
. to a control sample is indicative of a differentially expressed gene of interest, i.e., an overexpressed or 
; 5 . up-regulated gene. . . - V . ^ ... < 

-Differentially expressed polynucleotide" as used herein means a nucleic acid molecule (RNA 
or DN A) comprising a sequence that represents a differentially expressed gene, e.g., the differentially 
, . expressed polynucleotide comprises a sequence (e.g. r an open reading frame encoding a gene product) 
v , that uniquely identifies a differentially expressed gene so that detection of the differentially expressed * 
10 polynucleotide in a sample is correlated with the presence of a differentially expressed gene in a ; : ' : 
sample. "Differentially expressed polynucleotide^ is also meant to encompass fragments of the 
disclosed polynucleotides, e.g., fragments retaining biological activity, as well as nucleic acids 
: homologous, substantially similar, or substantially identical (e.g., having about 90% sequence identity) - '. 
: y . . to the disclosed polynucleotides. . ; ■ ' ' ■■ : ; iv.\*v- •.; . ->' "": ' ; • ; 

15 Methods of the subject invention useful in diagnosis or prognosis typically involve comparison : 

. of the abundance of a selected differentially expressed gene product in a sample of interest with that of 
a control to determine any relative differences in the expression of the gene product, where the 
. difference can be measured qualitatively and/or quantitatively. Quantitation can be accomplished, for 
example, by comparing the level of expression product detected in the sample with the amounts of . 1 
20 product present in a standard curve. A comparison can be made visually; by using a technique such as 
i. densitometry, with or without computerized assistance; by preparing a representative library of cDNA ; 
clones of mRNA isolated from a test sample, sequencing the clones in the library to determine that • 
number of cDNA clones corresponding to the same gene product, and analyzing the number of clones ' 
; corresponding to that same gene product relative to the number of clones of the same gene product in a 
25 control sample; or by using an array to detect relative levels of hybridization to a selected sequence or 

set of sequences, and comparing the hybridization pattern to that of a control. The differences in • 
. ' : expression are then correlated with the presence or absence of an abnormal expression pattern. A 

variety of different methods for determining the nucleic acid abundance in a sample are known to those 
. y of skill in the art (see, e.g., WO 97/273 17); v, 7, ■; • ; V ' * v ; : • ' 

;30 : In general, diagnostic assays of the invention involve detection of a gene product of a 

polynucleotide sequence (e.g mRNA or polypeptide) that corresponds to a sequence of SEQ ID 

NOS : 1-6010. The patient from whom the sample is obtained can be apparently healthy, susceptible to ;. 

disease (eig., as> determined by family history or exposure to certain environmental factors), or can 
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• ; ; ; already be identified as having a condition in which altered expression of a gene product of the :-' /:; ^. r vy--- : 

. ' invention is implicated. ■ . ":. • . ' ••; •'•"•■*;.•; ' .y-'N-'^ ^ '/" \V/ v 

;">; . J Diagnosis can be determined based on detected gene product expression levels of a gene 

. , product encoded by at least one, preferably at least two or more, at least 3 or more, or at least 4 or more ; 
• 5- : - •;. ; of the polynucleotides having a sequence set forth in SEQ ID NOS: 1-6010, and can involve detection 
:■■■>. -;. of expression of genes corresponding to all of SEQ ID NOS: U6010 and/or additional sequences that ,'" ••' 

V. ; can serve 'as additional diagnostic markers arid/or reference sequences. Where the diagnostic method is 

j ;v designed to detect the presence or susceptibility of a patient to cancer, the assay preferably involves •' - J 

, ; -1, detection of a gene product encoded by a gene corresponding to a polynucleotide that is differentially *: ; 
•10 expressed in cancer. Examples of such differentially expressed polynucleotides are described in the 
.Examples below. Given the provided polynucleotides and information regarding their relative . < 
•• " ; ; : expresswn levels provided herein, assays using such polynucleotides and detection of their expression 

y'r ' levels in diagnosis and prognosis will be readily apparent to the ordinarily skilled artisan. ; - 

v : <':'■::■:.■ '.;•„ Any of a variety of detectable labels can be used in connection with the various embodiments vJi 
; •" ;> ; 15 ; of the diagnostic methods of the invention. Suitable detectable labels include fluorochromes,(e. g. 

fluorescein isothiocyanate (FITC), rhodamine, Texas Red, phycoerythrin, allophycoeyanin, 6- ' 
; carboxyfluorescein (6-FAM), 2\7'-dimctrioxy4\5'-dichloro-6-carboxyfluorescein, 6-carboxy-X- '. 
rhodamine (ROX), 6-carboxy-2 ? ,4' ,7' ,4,7-hexachiorofluorescein (HEX), 5 -carboxyfluorescein . 
h I-' ■:^^X\>::- ; ^ (e.g. 32P, 

; 20 \ 35S, 3H, etc.), and the like. The detectable label can involve a two stage systems (e.g., biotin-avidin, V 
.V ; . hapten-anti-hapten antibody, etc.). ; V > ] 

. Reagents specific for the polynucleotides and polypeptides of the invention, such as antibodies 
' \ . and nucleotide probes, can be supplied in a kit for detecting the presence of an expression product in- a 

- v -:;'"-/■. biological sample. The kit can also contain buffers or labeling components, as well as instructions for 
25 • using the reagents to detect and quantify expression products in the biological sample. Exemplary 
7 i V;, embodiments of the diagnostic methods of the invention are described below in more detail. 
:• . i ' v Polypeptide detection in diagnosis. In one embodiment, the test sample is assayed for the level- : 

\ of a differentially expressed polypeptide. Diagnosis can be accomplished using any of a number of . 

• "methods to determine the absence or presence or altered amounts of the differentially expressed 

; ■ • J >: ..;y 30 ' polypeptide in the test sample. For example, detection can utilize staining of cells or histological : , •. ' 
: . ;•; •: ■ ,>: : sections with labeled antibodies, performed in accordance with conventional methods. Cells can be •; *: 

" •/• ; pcrmeabilized to stain cytoplasmic molecules. In general, antibodies that specifically bind a ■ 

.; differentially expressed polypeptide of the invention are added to a sample, and incubated for a period 

% ',• of time sufficient to allow binding to the epitope, usually at least about 1 0 minutes. The antibody can * ■ 




. bedetectably labeled for direct detection (e.g., using radioisotopes, enzymes, fluoresces, ' Y 

eta and the like), or can be used in conjunction with a second stage antibody or reagent 

to detect binding (e.g., biotin with horseradish peroxidase-conjugated avidin, a secondary antibody 1 
conjugated to a fluorescent compound, e.g. . fluorescein, rhodamine, Texas red, etc.). The absence or. 
5 . presence of antibody binding can be determined by various methods, including flow cytometry of 
dissociated cells, microscopy, radiography, scintillation counting, etc. Any suitable alternative 
methods of qualitative or quantitative detection of levels or amounts of differentially expressed './ 
;: polypeptide can be used, for example, ELIS A, western blot, immunoprccipitation, radioimmunoassay, 
etc;-. : -' : YYY' Y-Y.' r -' Y- : -' : ' Y.'' \Y Y- V ' : ■ Y-Y''- YY: •• Y YY-- ' Y-Y- ' 

10 mRNA detection. The diagnostic methods of the invention can also or alternatively involve 

detection of mRNA encoded by a gene corresponding to a differentially expressed polynucleotide of the 
invention. Any suitable qualitative or quantitative methods known in the aft for detecting, specific ; 
, ; mRNA.s can be used. mRNA can be detected by, for example, in situ hybridization in tissue sections, 
. by reverse transcriptase-PCR, or in Northern blots containing poly A+ mRNA. One of skill in the art 
15 can readily use these methods to determine differences in the size or amount of mRNA transcripts : - 
: between two samples. mRNA expression levels in a sample can also be determined by generation of a ••' 
: library of expressed sequence tags (ESTs) from the sample, where the EST library is representative of 
' sequences present in the sample (Adams, et al., (1991) Science 252:1651). Enumeration of the relative 



20 ■ gene transcript within the starting sample! The results of EST analysis of a test sample can then be . 
compatred to EST analysis of a reference sample to determine the relative expression levels of a 
■; ' ■'/ selected polynucleotide, particularly a polynucleotide corresponding to one or more of the differentially : • : 
expressed genes described herein. Alternatively, gene expression in a test sample can be performed 
; using serial' analysis of gene expression (SAGE) methodology (e.g., Velculescu et al., Science (1995) 
25; 270:484) or differentia] display (DD) methodology (see, e.g., USPN 5,776,683 and USPN 5,807,680). %{: -Y Y 
Alternatively, gene expression can be analyzed using hybridization analysis. Oligonucleotides 

• or cDNA can be used to selectively identify or capture DNA or RNA of specific sequence composition, 
and the amount of RNA or cDNA hybridized to a known capture sequence determined qualitatively or Y 

:■:[ quantitatively, to provide information about the relative representation of a particular message within 
30 the pool of cellular messages in a sample. Hybridization analysis can be designed to allow for 

• concurrent screening of the relative expression of hundreds to thousands of genes by using, for , 

' example, array-based technologies having high density formats, including filters, microscope slides, or ■•' >; Y ; 
microchips, or solution-based technologies that use spectroscopic analysis (e.g:, mass spectrometry). 'Y'- ,. ; 
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.;«..:■ One exemplary use of arrays in the diagnostic methods of the invention is described below in more " 

' ' .'" detail : V ' ;. . : y. : ;'... ' : '{ 'V'" V : -.>- \. '.: ' ' :V.V.' ■ :- : " "■ J. ' ; ;V ;^ ; \- v ■ 
\ • ; - • Use of a single gene in diagnostic applications. The diagnostic methods of the invention cap ' ' 

/ r . ; focus on the expression of a single differentially expressed gene. For example, the diagnostic method ' - 
. 5 . can involve detecting a differentially expressed gene, or a polymorphism of such a gene (e.g., a 

polymorphism in a coding region or control region), that is associated with disease! Disease-associated - j 

;,- J polymorphisms can include deletion or truncation of the gene, mutations that alter expression level : ; : : 

>: . and/or affect activity of the encoded protein, etc, . =■■.-.:;'-"■ . ^ :: ; V — i • • 

, ' : \. A number of methods are available for analyzing nucleic acids for the presence of a specific : - • 

; ;10 sequence, e.g. a disease associated polymorphism. Where large amounts of DNA are available, . ;v ; 

genomic DNA is used directly. Alternatively, the region of interest is cloned into a suitable vector and 
grown in sufficient quantity for analysis. Cells that express a differentially expressed gene can be used 
as a source of mRNA, which can be assayed directly or reverse transcribed into cDNA for analysis. ; 
: . The nucleic acid can be amplified by conventional techniques, such as the polymerase chain reaction / 

15 (PCR), to provide sufficient amounts for analysis, and a detectable label can be included in the ',: ' A \ V 
: amplification reaction (e.g., using a detectably labeled primer or detectably labeled oligonucleotides) to • 

> facilitate detection. Alternatively, various methods are also known in the art that utilize oligonucleotide . . . . '.. ; 
• y\ v ligation as a means of detecting polymorphisms, see, e.g., Riley et al., Nucl. Acids Res. ( 1 990) - • - • 

18:2887; and Delahunty et al., Am: J. Hum. Genet; (1996) 58:1239. : r : : 
.20 The amplified or cloned sample nucleic acid can be analyzed by one of a number of methods - 

2 known in the art The nucleic acid can be sequenced by dideoxy or other methods, and the sequence of v . 

bases compared to. a selected sequence, e.g., to a wild-type sequence. Hybridization with the 
"■' polymorphic or variant sequence can also be used to determine its presence in a sample (e.g., by 
' Southern blot, dot blot, .etc.). The hybridization pattern of a polymorphic or variant sequence and a 
; 25 control sequence to an array of oligonucleotide probes immobilized on a solid support, as described in 
^ }■'■'':' US 5,445,934, or in WO 95/35505, can also be used as a means of identifying polymorphic or variant 

sequences associated with disease. Single strand conformational polymorphism (SSCP) analysis, . . ■ ■ • - 

. denaturing gradient gel electrophoresis (DGGE), and heteroduplex analysis in gel matrices are used to 
7 ;. detect conformational changes created by DNA sequence variation as alterations in electrophoretic 1 

• 30 mobility. . Alternatively, where a polymorphism creates or destroys a recognition site for a restriction . .; •'• 

endonuctease, the sample is digested with that endonuclease, and the products size fractionated to \\ 
• :;; \: : determine whether the fragment was digested; Fractionation is performed by gel or capillary " : / -:-;/' 
,.',/ = L electrophoresis, particularly acrylamide or agarosegels. . V--V. v> -. ; «; 




■ Screening for mutations in a gene can be based on the Functional or antigenic characteristics of 1 ; 

the protein. Protein truncation assays are useful in detecting deletions that can affect the biological 
V; . activity of the protein. Various immunoassays designed to detect polymorphisms in proteins can be ; 

•' used in screening. Where many diverse genetic mutations lead to a particular disease phenotype, . . ^ 

- ; ' ) 5 , ^ functional protein assays have proven to be effective screening tools: The activity of the encoded ? •. ' 

• ; : ^ • - . . ; . protein can be determined by comparison with the wild- type protein. / ^ • '. )^"' "''~\; • - ■ 

; v Diagnosis, Prognosis, Assessment of Therapy (Therametrics), and Management of Cancer •> \ s 
"'■■i.-f ; ';■ The polynucleotides of the invention, as well as their gene products, are of particular interest S 

y~\ /'l": : ; as genetic or biochemical markers (e.g., in blood or tissues) that will detect the earliest changes along '' * ■ ■> r- 
. 1 0 , : the carcinogenesis pathway and/or to monitor the efficacy of various therapies and preventive ■■ _•; 

••••",/; interventions. For example, the level of expression of certain polynucleotides can be indicati ve of a ./>•, • "'; 

poorer prognosis, and therefore warrant more aggressive chemo- or radio-therapy for a patient or vice 
• . versa. The correlation of novel surrogate ti^ 
• outcome in patients can define prognostic indicators that allow the design of tailored therapy based on ' - : 

: 15 the molecular profile of the tumor. These therapies include antibody targeting, antagonists (e.g., small - x v . 
\ .: ^.;..moiccules)^ and gene therapy. Determining expression of certain polynucleotides and comparison of a 

: . . ; . : patient's profile with known expression in normal tissue and variants of the disease allows a -V;., 

determination of the best possible treatment for a patient, both in terms of specificity of treatment and : 
"■ •■'/:' . in terms of comfort level of the patient/Surrogate tumor markers, such as polynucleotide expression, . : 

• 20 v can also be used to better classify, and thus diagnose and treat, different forms and disease states of 
-J! v> .• cancer.- Two classifications widely used in oncology that can benefit from identification of the . ; ; * ^ 

expression levels of the genes . corresponding to the polynucleotides of the invention are staging of the ' 
cancerous disorder, and grading the nature of the cancerous tissue. vV-'' r : . • : ; " ; , 
' • ; ; The poiynucleotides that correspond to differentially expressed genes, as well as their encoded 

25 gene products, can be useful to monitor patients having or susceptible ; • .'• 

L ^ malignant events at a molecular level before they are detectable at a gross morphological level. In 
addition, the polynucleotides of the invention, as well as the genes corresponding to such , . . : : 
-V;. : polynucleotides, can be useful as therametrics, e.g., to assess the effectiveness of therapy by using the 

''/-/ polynucleotides or their encoded gene products, to assess, for example, tumor burden in the patient . 
::V' '-30. ; • before, during, and after therapy./ • > . •' v v'v" 'V : V ;■ ' ; : / : J 

" Furthermore, a polynucleotide identified as corresponding to a gene that is differentially ; 
' ; expressed in, and thus is important for, one type of cancer can also have implications for development 
■ : > ; . or risk of development of other types of cancer, e.g., where a polynucleotide represents a gene , : : v • .. 

, - . • : /; differentially expressed across various cancer types. Thus, for example, expression of a polynucleotide. • 




';' corresponding to a gene that has cluneal implications for metastatic colon cancer can also have clinical \ ; 
. . : implications for stomach cancer or endometrial cancer. • ; : : •• ' : ■ ■ ■ V 

-. Staging. Staging is a process used by physicians to describe how advanced the cancerous state . .: 
r. is in a patient. Staging assists the physician in detenriining a prognosis, planning treatment and 
; ; 5 . evaluating the results of such treatment. Staging systems vary with the types of cancer, but generally 

involve the following "TNM" system: the type of tumor, indicated by T; whether the cancer has . : ? ' • 
metastasized to nearby lymph nodes, indicated by N; and whether the cancer has metastasized to more 
distant parts of the body, indicated by M. Generally, if a cancer is only detectable in the area of the 
.; primary lesion without having spread to any lymph nodes it is called Stage I. If it has spread only to 
10 the closest lymph nodes, it is called Stage II In Stage HI, the cancer has generally spread to the lymph . - 
s nodes in near proximity to the site of the primary lesion. Cancers that have spread to a distant part of :y - . ■ 
/ ; the body, such as the liver, bone, brain or other site, are Stage IV, the most advanced stage. v.' \ 
'■ The polynucleotides of the invention can facilitate fine-tuning of the staging process by 
' . :: identifying markers for the aggresivity of a cancer, e.g., the metastatic potential, as well as the presence ; v 
15 in different areas of the body. Thus; a Stage II cancer with a polynucleotide signifying a high 

metastatic potential cancer can be used to change a borderline Stage II tumor to a Stage III tumor, 
.. justifying more aggressive therapy. Conversely, the presence of a polynucleotide signifying a lower 

metastatic potential allows more conservative staging of a tumor. •" ; \ ." : '•• ; 

• - ' ,' Grading of cancers. Grade is a term used to describe how closely a tumor resembles normal . : ; ; ; 

: 20 . tissue of its same type. The microscopic appearance of a tumor is used to identify tumor grade based 

• on parameters such as cell morphology, cellular organization, and other markers of differentiation. As 
. ; a general rule, the grade of a tumor corresponds to its rate of growth or aggressiveness, with ; v 
undifferentiated or high-grade tumors being more aggressive than well-differentiated or low-grade ...v. 
tumors. The following guidelines are generally used for grading tumors: 1) GX Grade cannot be 
25 / assessed; 2) Gl Well differentiated; 3) G2 Moderately well differentiated; 4) G3 Poorly differentiated; - 
5). G4 Undifferentiated. The polynucleotides of the invention can be especially valuable in determining 
the grade of the tumor, as they not only can aid in determining the differentiation status of the cells of a 
' , tumor, they can also identify factors other than differentiation that are valuable in determining the ;> 
„ :v v ; v aggressiveness of a tumor, such as metastatic potential. * . . ; ' 

: ' 30 . Detection of colon cancer. The polynucleotides corresponding to genes that exhibit the 

■ appropriate expression pattern can be used to detect colon cancer in a subject. Colorectal cancer is one 

\- ; of the most common neoplasms in humans and perhaps the most frequent form of hereditary neoplasia. 

Prevention and early detection are key factors in controlling and curing colorectal cancer. Colorectal- ! , 
. ': ',';*/. cancer begins 'as polyps, which are small, benign growths of cells that form on the inner lining of the •• 



colon. Oyer a period of several years, some of these polyps accumulate additional mutations and 
become cancerous/ Multiple familial cobrectal cancer disorders have been identified, which are 
'< summarized as follows: 1) Familial adenomatous poliosis (FAP); 2) Gardner's syndrome; 3) / 
.-v." Hereditary nonpolyposis colon cancer (HNPCC); and 4) Familial colorectal cancer in Ashkenazi Jews. 
;• : . 5 : The expression of appropriate polynucleotides of the invention can be used in the diagnosis, prognosis , , 
V: V/V'ps. and management of colorectal cancer. Detection of colon cancer can be determined using expression , 

V ■ levels of any of these sequences alone or in combination with the levels of expression. Determination ; ; ; 

of the aggressive nature and/or the metastatic potential of a colon cancer can be determined by 
^ comparing levels of one or more polynucleotides of the invention and comparing total levels of another 
10 . sequence known to vary in cancerous tissue, e.g., expression of p53, DCC ras, lor FAP (see, e.g., 

, Fearon ER, et al. Cell (1990) 61 (5):759; Hamilton SR et al , Cancer (1993) 72:957; Bodmer W, et al., 
, ^ - ^ \V : -' : ;. 

: , development of colon cancer can be detected by examining the ratio of any of the polynucleotides of ; : 
'•: ■". the invention to the levels of oncogenes (e.g., ras) or tumor suppressor genes (e.g., FAP or p53). Thus, i : 

' 15 expression of specific marker polynucleotides can be used to discriminate between normal and 
: • . cancerous colon tissue, to discriminate between colon cancers with different cells of origin, to 

; • : discriminate between colon cancers \yith different potential metastatic rates, etc. For a review of V ; V. 

. : ; markers of cancer, see, e.g., Hanahan et al. (2000) Cell 100:57-70.; ^ • 

Detection of prostate cancer. The polynucleotides and their corresponding Renes and gene , : - 
• 20 products exhibiting the appropriate differential expression pattern can be used to detect prostate cancer > - .. 

V ; ; ; in a subject: Over 95% of primary prostate cancers are adenocarcinomas. , Signs and symptoms may 

include: frequent urination, especially at night; inability to urinate; trouble starting or holding back 
urination; a weak or interrupted urine flow; and frequent pain or stiffness in the lower back, hips or 
•,'/•<. • : : upper thighs! . : / ; . • ;• \. -.- ,'; . . .. • ':■: 

25 • Many of the signs and symptoms of prostate cancer can be caused by a variety of other non- 

cancerous conditions. For example, one common cause of many of these signs and symptoms is a . 
, ; condition called benign prostatic hypertrophy, or BPH. In BPH, the prostate gets bigger and may block 
the flow of urine or interfere with sexual function. The methods and compositions of the invention can 
be used to distinguish between prostate cancer and such non-cancerous conditions. The methods of the 
: : : 30 'invention can be used in conjunction with conventional methods of diagnosis, e.g., digital rectal exam , 
and/or detection of the level of prostate specific antigen (PSA), a substance produced and secreted by 
. : theprostate. .'/; . :^ ••v. • v / - ;: /-.-; : v;;' ; :-.; > ' .V- : V,'- : . ~- '■; • ■ • '< ' ■' ■ 

:• : . ' Detection of breast cancer: The majority of breast cancers are adenocarcinoma subtypes, • 
\ • -v . ■; which can be summarized as follows: 1 ) ductal" carcinoma in situ (DCIS), including comedocarcinoma; 




2) infiltrating (or invasive) ductal carcinoma (IDC); 3) lobular carcinoma in situ (LCIS); 4) infiltrating 
(or invasive) lobular carcinoma (ILC); 5) inflammatory breast cancer; 6) medullary carcinoma; 7) 
mucinous carcinoma; 8) Paget's disease of die nipple; 9) Phyllodes tumor; and 10) tubular carcinoma; 

The of the invention can be used in the diagnosis and 

management of breast cancer, as well as to distinguish between types of breast cancer. Detection of 
breast cancer can be determined using expression levels of any of the appropriate polynucleotides of r , 
the invention, either alone or in combination. Determination of the aggressive nature and/or the , 
metastatic potential of a breast cancer can also be determined by comparing levels of one or more - 
polynucleotides of the invention and comparing levels of another sequence known to vary in cancerous 
tissue, e.g., ER expression. In addition, development of breast cancer can be detected by examining the 
ratio of expression of a differentially expressed polynucleotide to the levels of steroid hormones (e g:, : 
testosterone or estrogen) or to other hormones (e.g., growth hormone, insulin). Thus, expression of 
specific marker polynucleotides can be used to discriminate between normal and cancerous breast v 
tissue, to discriminate between breast cancers with different cells of origin, to discriminate between 
breast cancers with different potential metastatic rates, etc. : - : -.' ; , : j . 

Detection of lung cancer. The polynucleotides of the invention can be used to detect lung 
cancer in a subject. Although there are more than a dozen different kinds of lung cancer, the two main . 
types of lung cancer are small cell and nonsmall cell, which encompass about 90% of all lung cancer 
cases. Small cell carcinoma (also called oat cell carcinoma) usually starts in one of the larger bronchial 
tubes, grows fairly rapidly, and is likely to be large by the time of diagnosis. Nonsmall cell lung cancer 
(NSCLC) is made up of three general subtypes of lung cancer. Epidermoid carcinoma (also called 
squamous cell carcinoma) usually starts in one of the larger bronchial tubes and grows relatively 
slowly. The size of these tumors can range from very small to quite large. . Adenocarcinoma starts . 
growing near the outside surface of the lung and can vary in both size and growth rate. Some slowly 
growing adenocarcinomas are described as alveolar cell cancer. Large cell carcinoma starts hear the 
surface of the lung, grows rapidly, and the growth is usually fairly large when diagnosed. Other less 
common forms of lung cancer are carcinoid, cylindroma, mucoepidermoid, and malignant 

mesothelioma. . • 7 /. ,-; ' ' ■' : . 

2 : The polynucleotides of the invention, e.g., polynucleotides differentially expressed in normal ; 
cells versus cancerous lung cells (e.g., tumor cells of high or low metastatic potential) or between types 
of cancerous lung ceils (e g: , high metastatic versus low metastatic), can be used to distinguish types of ' 
lung cancer as well as identifying traits specific to a certain patient's cancer and selecting an 
appropriate therapy. For example, if the patient's biopsy expresses a polynucleotide that is associated . 

•with alow metastatic, potential, it may justify leaving a larger portion of the patient's lung in surgery to 



. remove the lesion. Alternatively, a smaller lesion with expression of a polynucleotide that is associated 
.with high metastatic potential may justify a more radical removal of lung tissue and/or the surrounding* . 
: - ; lymph nodes, even if no metastasis can be identified through pathological examination. ' ; 
: Use of Polynucleotides to Screen for Peptide Analogs and Antagonists r -/ v , ; • ; / : . \ 

• ; 5 ;• . Polypeptides encoded by the instant polynucleotides and corresponding full-length genes can 

be used to screen peptide libraries to identify binding partners, such as receptors, from among the 
encoded polypeptides: Peptide libraries can be synthesized according to methods known in the art (see,: 
.e.g., USPN 5,010,175 , and WO 91/17823). Agonists or antagonists of the polypeptides of the ; • ' , 
•y invention can be screened using any available method known in the art, such as signal transduction, * 
10 antibody binding, receptor binding, mitogenic assays, chemotaxis assays, etc. The assay conditions 
; ideally should resemble the conditions under which the native activity is exhibited in vivo, that is, under : 
: physiologic pH, temperature, and ionic strength. Suitable agonists or antagonists will exhibit strong 
inhibition or enhancement of the native activity at concentrations that do not cause toxic side effects in 
the subject. Agonists or antagonists that compete for binding to the native polypeptide can require : . 
15 : concentrations equal to or greater than the native concentration, while inhibitors capable of binding \ 
irreversibly to the polypeptide can be added in concentrations on the order of the native concentration. / 

J Such screening and experimentation can lead to identification of a novel polypeptide binding 
partner, such as a receptor, encoded by a gene or a cDNA corresponding to a polynucleotide of the ; 
."\ invention, and at least one peptide agonist or antagonist of the novel binding partner. Such agonists 
20 and antagonists can be used to modulate, enhance, or inhibit receptor function in cells to which the •.. 
• receptor is native, or in cells that possess the receptor as a result ..of genetic engineering. Further, if the 
novel receptor shares biologically important characteristics with a known receptor, information about 
agonist/antagonist binding can facilitate development of improved agonists/antagonists of the known . V 
receptor. v . - '■ " ■ /- ..: ' ' . : ""■'"'/ ■.<" ;-.V> ■• . ' /■? _ - • '. •': 

25 Pharmaceutical Compositions and Uses 

Pharmaceutical compositions can comprise polypeptides, receptors that specifically bind a 
. polypeptide produced by a differentially expressed gene (e.g., antibodies, or polynucleotides (including 

antisense nucleotides and ribozyrries) of the claimed invention in a therapeutically effective amount. 
. > The compositions can be used to treat primary tumors as well as metastases of primary tumors. In • 
30 addition, the pharmaceutical compositions can be used in conjunction with conventional methods of : 
cancer treatment, e.gl, to sensitize tumors to radiation or conventional chemotherapy. ; V ' . /. - 

.Where the pharmaceutical composition comprises a receptor (such as an antibody) that \ 
specifically binds to a gene product encoded by a differentially expressed gene, the receptor can be 
. " • ; coupled to a drug for delivery to a treatment site or coupled to a detectable label to facilitate imaging of • ; 



a site comprising colon cancer cells. Methods for coupling antibodies to drugs and detectable labels 
are well known in die art, as are methods for imaging using detectable labels. .* : 

• ; ';;);■ The term "therapeutically effective amount" as used herein refers to W amount of a therapeutic 
agent to treat, ameliorate, or prevent a desired disease or condition, or to exhibit a detectable 
therapeutic or preventative effect. The effect can be detected by, for example, chemical markers or 
antigen levels. Therapeutic effects also include reduction in physical symptoms, such as decreased 
body temperature. The precise effective amount for a subject will depend upon the subject's size and 
. health, the nature and extent of the condition, and the therapeutics or combination of therapeutics 
selected for administration. Thus, it is not useful .to specify an exact effective amount in advance. 
However, the effective amount for a given situation is determined by routine experimentation and is 
within the judgment of the clinician. For purposes of the present invention, an effective dose will 
generally be from about 0.0 1 mg/kg to 5 0 mg/kg or 0.05 mg/kg to about 10 mg/kg of the DNA 
constructs in the individual to which it is administered. 

. f ; A pharmaceutical composition can also contain a pharmaceutically acceptable carrier The 
term "pharmaceutically acceptable carrier" refers to a carrier for administration of a therapeutic agent, 
such as antibodies or a polypeptide, genes,, and other therapeutic agents. The term refers to any 
pharmaceutical carrier that does not itself induce the production of antibodies harmful to the individual 
receiving the composition, and which can be administered without undue toxicity. Suitable carriers can 
be large, slowly metabolized macrpmplecules such as proteins, polysaccharides, polylactic acids, , •/ 
polyglycolic acids, polymeric amino acids, amino acid copolymers, arid inactive virus particles. Such 
carriers are well known to those of ordinary skill in the art. Pharmaceutically acceptable carriers in 
therapeutic compositions can include liquids such as water, saline, glycerol and ethanol. Auxiliary 
substances, such as wetting or emulsifying agents, pH buffering substances, and the like, can also be 
present in such vehicles. Typically, the therapeutic compositions are prepared as injectables, either as . 
liquid solutions or suspensions; solid forms suitable for solution in, or suspension in, liquid vehicles 
prior to injection can also be prepared. Liposomes are included within the definition of a 
pharmaceutically acceptable carrier- Pharmaceutically acceptable salts can also be present in the 
pharmaceutical composition, e.g., mineral acid salts such as hydrochlorides, hydrobromides, . 
phosphates, sulfates, and the like; and the salts of organic acids such as acetates, propionates, 
malonates, benzoates, and the like. A thorough discussion of pharmaceutically acceptable excipients is 
available in Remington's Pharmaceutical Sciences (Mack Pub. Co., N.J. 1991). ; .. . ■ :: 
Delivery Methods ,' -• ;. . ./ •'• ■ - ".')[.:' ■ \ 

; ; :' Once formulated, the compositions of the invention can be (I) administered directly to the 
subject (e.g., as polynucleotide or polypeptides); or (2) delivered ex vivo, to cells derived; from the 



•subject (e.g., as in ex vivo gene therapy). Direct delivery of tHe compositions will generally be , 7 ' ;v; / 

. accomplished by parenteral injection, e.g., subcutaneously, intraperitoneally, intravenously or v 

intramuscularly, intratumorally or to the interstitial space of a tissue. Other modes of administration 
■ " - include oral and pulmonary administration, suppositories, and transdermal applications, needles, and ' • 
5 gene guns or hyposprays. Dosage treatment can be a single dose schedule or a multiple dose schedule. 
. - • V - Methods for the ex vivo delivery and reimplantation of transformed cells into a subject are ; 
' • known in the art and described in, e.g., WO 93/14778.. Examples of cells useful in ex vivo applications ' 
.. include, for example, stem cells, particularly hematopoetic, lymph cells, macrophages, dendritic cells,. 

,- v or tumor cells. Generally, delivery of nucleic acids for both ex vivo and in vitro applications can be 

10 accomplished by, for example, dextran-mediated transection, calcium phosphate precipitation, ' 
"■ : polybrene mediated transfection, protoplast fusion, electroporation, encapsulation of the 

pplynucleotide(s) in liposomes, and direct microinjection of the DNA intb.nuclei, all well known in the 

^ '. ■■■A^'i art. . '.' 7 : • • y " •'• '•. ' ' :/ ■ '"■ •' • / y ,.; r -V f.y 

Once differential expression of a gene corresponding to a polynucleotide of 
"yi 15 been found to correlate with a proliferative disorder, such as neoplasia, dysplasia, and hyperplasia, the 

.. disorder can be amenable to treatment by administration of a therapeutic agent based on the provided - 
polynucleotide, corresponding polypeptide or other corresponding molecule (e.g., antisense, ribozyme, : ; 
/; etc.). In other embodiments, the disorder can be amenable to treatment by administration of a small 1 
molecule, drug that, for example, serves as an inhibitor (antagonist) of the function of the encoded gene 
.." 20 : product of a gene having increased expression in cancerous cells relative to normal cells or as an 
agonist for gene products that arc decreased in expression in cancerous cells (e.g., to promote the. 
" • ' activity of gene products that act as tumor suppressors). \. < 

The dose and the means of administration of the inventive pharmaceutical compositions arc 
determined based on the specific qualities of the therapeutic composition, the condition, age, and 
\ . 25 , weight of the patient, the progression of the disease, and other relevant factors. For example, 
V, . administration of polynucleotide therapeutic composition agents of the invention includes local or 

systemic administration, including injection, oral administration, particle gun or catheterized ' 
\~ administration, and topical administration. Preferably, the therapeutic polynucleotide composition 
: '•■ contains an expression construct comprising a promoter operably linked to a polynucleotide of at least 
. ;; 30. 12, 22, 25, 30; or 3 5 contiguous ht of the polynucleotide of the invention. Various methods can be used 

; to administer the therapeutic composition directly to a specific site in the body. For example, a small • 
.< V / metastatic lesion is located and the therapeutic composition injected several times in several different . 
: locations within the body of tumor. Alternatively, arteries that serve a tumor are identified, and the • 

" : \ : s ; therapeutic composition injected into such an artery, in order to deliver the composition directly into ; - 




the tumor. A tumor that has a necrotic -center is aspirated and the composition injected directly into the 
now empty center of the tumor. The antisense composition is directly administered to the surface of 
the tumor, for example, by topical application of the composition. X-ray imaging is used to assist in : 
certain of the above delivery methods. /, ■ V. .. • '., ' :: . 

; Targeted delivery of therapeutic compositions containing an antisense polynucleotide, . 
subgenomic polynucleotides, or antibodies to specific tissues can also be used. Receptor-mediated 
DNA delivery-techniques are described in, for example, Findeis et al., Trends Biotechnol. (1993) 
1 1:202- Chiou et al., Gene Therapeutics: Methods And Applications Of Direct Gene Transfer (J. A. 
•Wolff, ed.) (1994); Wu et al., J. Biol. Chem. (1988) 263:621; Wuet al, J. Biol. Chem. (1994) ; 
269:542; Zenke;etal., Proc. Natl. Acad. Sci. (USA) (1990) 87:3655; Wu et al., J. Biol. Chem. (1991) 
266:338. Therapeutic compositions containing a polynucleotide are administered in a range of about 
100 ng to about 200 mg of DNA for local administration in a gene therapy protocol Concentration 
ranges of about 500 ng to about 50 mg, about 1 micrograms to about 2 mg, about 5 micrograms to 
about 500 micrograms, and about 20 micrograms to about 100 micrograms of DNA can also be used 
during a gene therapy protocol Factors such as method of action (e.g., for enhancing or inhibiting , 
levels of the encoded gene product) and efficacy of transformation and expression are considerations 
which will affect the dosage required for ultimate efficacy of the antisense subgenomic polynucleotides. 
Where greater expression is desired over a larger area of tissue, larger amounts of antisense 
subgenomic polynucleotides or the same amounts readministered in a successive protocol of 
administrations, or several administrations to different adjacent or close tissue portions of, for 
example, a tumor site, may be required to effect a positive therapeutic outcome. In all cases, routine , 
experimentation in clinical trials will determine specific ranges for optimal therapeutic effect. For 
polynucleotide related genes encoding polypeptides or proteins with anti-inflammatory activity, 
suitable use, doses, and administration are described in USPN 5,654,173. \\; ' • 

The therapeutic polynucleotides and polypeptides of the present invention can be delivered : - 
using gene delivery vehicles. The gene delivery vehicle can be of viral or non-viral origin (see 
generally, Jolly, Cancer Gene Therapy (1994) 1:51; Kimura, Human Gene Therapy (1994) 5 :845; ; \ 
Connelly, Human Gene Therapy (1995) 1:185; and Kaplitt, Nature Genetics (1994) 6: 148). \, 
Expression of such coding sequences can be induced using endogenous mammalian or heterologous 
promoters. Expression of the coding sequence can be either constitutive or regulated. 

Viral-based vectors for delivery of a desired polynucleotide and expression in a desired ceil are 
well known in the art. Exemplary viral-based vehicles include, but are not limited to, recombinant 
retroviruses (see, e.g., WO 90/07936; WO 94/03622; WO 93/25698; WO 93/25234; USPN 5, . ;> .; . . 
219,740; WO 93/1 1230; WO 93/10218; USPN 4,777,127; GB Patent No. 2,200,651; EP 0 345 242;. 



and WO 91/02805), alphavirus-based vectors (e : g., Sindbis virus vectors, Semliki forest virus (ATCC 
•VR-67; ATCC YR- 1247), Ross River virus (ATCC VR-373; ATCC VR-1246) and Venezuelan ' 
equine encephalitis virus. (ATCC VR-923; ATCC VR- 1250; ATCC VR 1249; ATCC VR-532), and : - 
adenp-associated virus (AAV) vectors (see, e.g., WO 94/12649, WO 93/03769; WO 93/19191; WO 
94/2893 8; WO 95/11984 and WO 95/0065 5). Administration of DNA linked to killed adenovirus, as 
described in Curiel, Hum. Gene Ther. (1992) 3:147, can also be employed. 

V ^Non-viral delivery vehicles and methods can also be employed, including, but not limited to, 
polycationic condensed DNA linked or unlinked to killed adenovirus alone (see, e.g., Curiel, Hum. . 
Gene Ther. (1992) 3:147); ligand-linjked DNA (see, e.g., Wu, J. Biol. Cliem. (1989) 264:16985); 
eukaiyotic cell delivery vehicles cells (see, e.g., US PN 5,8 14,482; WO 95/07994; WO 96/17072; ; 
WO 95/30763; and WO 97/42338) and nucleic charge neutralization or fusion with cell membranes. 
Naked DNA can also be employed. Exemplary naked DNA introduction methods are described in WO 
90/1 1092 and USPN 5,580,859. Liposomes that can act as gene delivery vehicles are described in 
USPN 5,422,120; WO 95/13796; WO 94/23697; WO 91/14445; and EP 0524968. Additional . !; 
approaches are described in Philip, Mol. Cell Biol. (1994) 14:2411, and in Woffendin, Proc. Natl. ; 
Acad! Sci.( 1994) 91:1581 ?:^?f£- }7\/'\ " ',' : [ ■ \ .; : • Vj: . v ;-^;i.v / 

Further non-viral delivery suitable for use includes mechanical delivery systems such as the 
approach described in Woffendin et al., Prcc. Natl. Acad. Sci. USA (1994) 91(24):! 1581. Moreover, 
the coding sequence and the product of expression of such can be delivered through deposition of 
photopolymenzed hydrogel materials or use of ionizing radiation (see, e.g., USPN 5,206,152 and WO 
92/1 1033). Other conventional methods for gene delivery that can be used for delivery of the coding 
sequence include, for example, use of hand-held gene transfer particle gun (see, e.g., USPN 
5,149,655); use of ionizing radiation for activating transferred gene (see, e.g., USPN 5,206,152 and 

wo 92/11033). v. ' V- >*' r' A S; r \' : ■". ^ V ■"' ' 

■ The present invention will now be illustrated by reference to the following examples which set 
forth particularly advantageous embodiments. However, it should be noted that these embodiments are 
illustrative and are not to be construed as restricting the; invention in any way. 

: V.-V": f : f V : ;.; i^.; EXAMPLES 

; ; ; The following examples are put forth so as to provide those of ordinary skill in the art with a 
complete disclosure and description of how to make and use the present invention, and are not intended 
to limit the scope of what the inventors regard as their invention nor are they intended to represent that 
the experiments below are all or the only experiments performed. It will be readily apparent to those 
skilled in the art that the formulations, dosages, methods of administration, and other parameters of ' 



this invention may be further modified or substituted in various ways without departing from the spirit 
and scope of the invention. - Efforts have been made to ensure accuracy with respect to numbers used 
- (e.g. amounts, temperature, etc. ) but some experimental errors and deviations should be accounted for. 
Unless indicated otherwise, parts are parts by weight, molecular weight is weight average molecular 
weight, temperature is in degrees Centigrade, and pressure, is at or near atmospheric. ; : 

Example 1 .Source of Biological Materials and Overview of Novel Polynucleotides Expressed by the 
Biological Materials ■ '• : ,-v.> , "• . • -. ■ -. • /\w ,-. 

. Candidate poi}Tiucleotides that may represent novel polynucleoti^ 
'pDNA libraries generated from selected cell lines and patient tissues. In order to obtain the candidate 
polynucleotides, mRNA was isolated from several selected cell lines and patient tissues, and used to 
construct cDNA libraries. The ceils and tissues that served as sources for these cDNA libraries are 
summarized in Table 1 below. / . . ; ' . V.-- : ^ 

Human colon cancer cell line Km 12L4-A (Morikawa, et al. , Cancer Research (1988) 48 : 68 63 ) 
is derived from the KM12C cell line. The KM12C ceiljine (Morikawa et al: Cancer Res. (1988) 
48: 1943-1948), which is poorly metastatic (low metastatic) was established in culture from a Dukes' 
stage B2 surgical specimen (Morikawa et al. Cancer Res. (1988) 48:6863). The KM12L4-A is a 
highly metastatic subline derived' from KM12C (Yeatman et al. Nucl. Acids. Res. (1995) 23:4007; . 
Bao-Ling et at. Proc. Annu. Meet. Am Cancer: Res. (1^95) 21:3269): The KM12C and: 

KM12C-derived cell lines (e.g., KM12L4, KM12L4-A, etc.) are well-recognized in the art as a model 
cell line for the study of colon cancer (see, e.g., Moriakawa et al., supra; Radinsky et al. Clin. Cancer 
Res. (1995) 1:19; Yeatman efal.,( 1995) supra; Yeatman etal. Clin. Exp. Metastasis (1996) 14:246). 

The MDA-MB-23 1 cell line (Brinkley et al. Cancer Res. (1980) 40:3 1 18-3 129) was originally 
isolated from pleural effusions (Cailleau, J. Natl. Cancer. Inst (1974) 53 :661), is of high metastatic . . 
potential, and forms poorly differentiated adenocarcinoma grade II in nude mice consistent with breast 
carcinoma. The MCF7 cell line was derived from a pleural effusion of a breast adenocarcinoma and is 
non-metastatic. The MV-522. cell line is derived from a human lung carcinoma and is of high 
metastatic potential. The UCP-3 cell line is a low metastatic human lung carcinoma cell line; the MV- 
522 is a high metastatic variant of UCP-3. These cell lines are well-recognized in the art as models for 
the study of human breast and lung cancer (sec, e.g., Chandrasekaran et al., Cancer Res. (1979) 39:870 
(MDA-MB-23 1 and MCF-7); Gastpar et aL, J Med Chem (1998) 41:4965. (MDA-MB-23 1 and MCF- 
7); Ranson et al., Br J Cancer ( 1 998) 77: 15 86 (MDA-MB-23 Land MCF-7); Kuang et al. Nucleic 
Acids Res ( 1998) 26: 1 1 16 (MDA-MB-23 1 and MCF-7); Yarki et al, Int JCanper (1987) 40:46 
(UCP-3); Varki et al; • Tumour Biol. (1990) 1 1:327; (MV-522 and UCP-3); Varki et al., Anticancer 



' ; ;J R^s, ( 1 990> 1 0:637; (JylV-522);; Kelher ct al, Anticancer Res (1995) 15:867 (MV-522); and Zhang et : \ ;V-*, 
• . ' ; _ al. 3 Anticancer Drugs (1997) 8:696 (MV5 22)). < [ /: / : v ■ v ' . ^ '; ■ 'f'M-- 

- . . The samples of libraries 1 5-20 are derived from two different patients (UC#2, andUC#3). . 
\ The bFGF-treated HMVEC were prepared by incubation with bFGF at lOng/ml for 2 hrs; the VEGF- . 
"- '5:' • treated HMVEC were prepared by incubation with 20ng/ml VEGF for 2 hrs. Following incubation- 
; with the respective growth factor, the cells were washed and lysis buffer added for JRNA preparation .; 

V ; , : The GRRpz and WOca cell lines were provided by Dr. Donna M. Peehl, Department of Medicine; 

Stanford University School of Medicine. GRRpz was derived from normal prostate epithelium. The 
A WOca /cell line is a Gleason Grade 4 cell line; ■ / \ • >^ . • 



• Table !♦ Description of cDNA Libraries 



Library 
(lib #) 


;_. >' • Description 

^fc* ^£ 


Number oi 
Clones in 
Library 


o %.r. 


Artificial library composed of deselected clones (clones with no 
associated variant or cluster) ' 


673 • 


i 


Human Colon Cell Line Kml2 L4: High Metastatic Potential (derived 
from Kml2C) : ; ' ' • • 


308731 


2 


Human Colon Ceil Line Kml2C: Low Metastatic Potential 


284771 




Human Breast Cancer Cell Line MDA-MB-23 1 : High Metastatic 
Potential; micro-mets in lung • ' . 


326937 


: 4 


Human Breast Cancer Cell Line MCF7: Non Metastatic 


318979 


8 


Human Lung Cancer Cell Line MV-522: High Metastatic Potential 


223620 


9 


Human Lung Cancer Cell Line UCP-3: Low Metastatic Potential 


3 12503 


12 


Human microvascular endothelial cells (HMEC) - UNTREATED 
(PCR (OligodT) cDNA library) " ; 


41938 


13 


Human microvascular endothelial cells (HMEC) - bFGF TREATED 
(PCR (OligodT) cDNA library) 


42100 


14 


Human microvascular endothelial cells (HMEC) - VEGF TREATED 
(PCR (OligodT) cDNA library) 


42825 ;■ 


; ■ 15 


Normal Colon - UC#2 Patient (MICRODISSECTED PCR (OligodT) 
cDNA library) 


,282722 


i6 


Colon Tumor - UC#2 Patient (MICRODISSECTED PCR (OligodT) 
cDNA library) 


298831 


17 ■. , ,, 


Liver Metastasis ifrom Colon Tumor of UC#2 Patient .-. >.,*...' 
(MICRODISSECTED PCR (OligodT) cDNA library) 


.303467 


18 . 


Normal Colon - UC#3 Patient (MICRODISSECTED PCR (OligodT) 
cDNA library) 


36216. 


.19 


Colon Tumor - UC#3 Patient (MICRODISSECTED PCR (OligodT) 
cDNA library) " - ' 


.41388 


20 . 


Liver Metastasis from Colon Tumor of UC#3 Patient 
(MICRODISSECTED PCR (OligodT) cDNA library) 


,. 30956 


2.1 


GRRpz Cells derived from normal prostate epithelium 


164801 


22 • 


WOca Cells derived from Gleason Grade 4 prostate cancer epithelium 


162088 


• .23 ;; ;•. 


Normal Lung Epithelium of Patient #1006 (MICRODISSECTED PCR 
(OligodT) cDNA library) ' ■ ' •' ' -\'-' 


. 306198 ; 



Library 

\HD rf) 


,. >• ^y"' Description 


[Number ot 
' Clones in 
Library 


OA 


I 1 liliCU Y LLUilSjt , Ljulg^ v^oil >^CU OiAAC/lAiCi OA cttlCIlL ft 1 \J\J\J . 

CMICRODISSECTED PCR (OlieodT) cDNA librarvY 




25 


Normal Prostate Enithelium from Patient IF97-2681 1 

1 l Vl 111U1 A 1 UOlULU LjUllifyilLUll AX Will A UllVlil AA _S 1 £*XJ \J AX 


970444 


26 


Prostate Cancer Epithelium Gleason 3+3 Patient IF97-268 1 1 


269406 


27 • 


Normal Breast Epithelium from Patient 5 15 * 


239494 


28 


Primary Breast tumor from Patient 51 5 


259960 


29 


Lymph node metastasis from Patient 515 


326786 


30 


Normal Prostate Epithelium from Chiron Patient ID 884 


298431 


31 ">■■*<' 


Prostate Cancer Epithelium (Gleason 4+4) from Chiron Patient ID 884 


331941 



, Characterization of sequences in the libraries , • ' 'v: '; - 

■ ' : ; - After using the and Weing,, ©1993-2000) to 

; ; : select those polynucleotides having the best quality sequence, the polyncueltoides were compared ' 
'{: \: 5 against the public databases to identify any homolgous sequences. The sequences of the isolated 

- • polynucleotides were first masked to eliminate low complexity sequences using the BLASTX masking 

program (Claverie "Effective Large-Scale Sequence Similarity Searches," In: Computer Methods for 
'; - •: : : V ; Macromolecular Sequence Analysis, Doolittle, ed, Meth. EnzymoL 266:2 12-227 Academic Press, v . 

NY, NY ( 1 996); see particularly Claverie, in "Automated DNA Sequencing and Analysis Techniques" 
10 ... Adams et al., eds., Chap. 36, p. 267 Academic Press, San Diego, 1994 and Claverie et aL Comput. 
' ; ' • XhenL (1993) 17:191 ). Generally, masking does not influence the final search results, except to V 
eliminate sequences of relatively little interest due to their low complexity, and to eliminate multiple 
"hits" based on similarity to repetitive regions common to multiple sequences, e.g., Alu repeats. The 
remaining sequences were then used in a BLASTN vs. GenBank search; sequences that exhibited 
15 greater than 70% overlap, 99% identity, and a p value of less than 1 x 10e-40 were discarded. 

Sequences from this search also were discarded if the inclusive parameters were met, but the sequence 
■:[■ : was ribosomal or vector-derived. . / .". . . 

> . The resulting sequences from the previous search were classified into three groups (1, 2 and 3 
below) and searched in a BLASTX vs. NRP (non-redundant proteins) database search: (1) unknown 
20 . (no hits in the GenBank search), (2) weak similarity (greater than 45% identity and p value of less than 
; 1 x 10e-5), and (3) high similarity (greater than 60% overlap, greater than 80% identity, and p value 
: :V less than 1 x 10e-5); Sequences having.greater than 70% overlap, greater than 99% identity, andp 
. value of liess than l x 10e-40 were disc^ V V" "'■''] 

; ; ■ ■ : \ }. ■ The remaining sequences were classified as unknovvn (no hits), weak similarity, and high 
\ 25 similarity (parameters as above). Two searches were performed on these sequences. First, a BLAST -.. , 
; : :;. \* ' • ; : ; .'. "'Vs. EST database search was performed and sequences with greater than 99% overlap, greater than . 'J." : 




... 99% similarity and a p value of less than l x T0e-40 were discarded. Sequences with; a p value of less 
than 1 x 10e-65 when compared to a database sequence of human origin were also excluded. Second, a 
. BLASTN .vs. Patent GeneSeq database was performed and sequences having greater than 99% J 
identity, p value less than 1 x l0e-40, and greater than 99% overlap were discarded. \ - V; \ 

• 5 •• ; • The remaining sequences were subj ected to screening using other rules and redundancies in the 
dataset. Sequences with a p value of less than 1 x iOc-ii 1 in relation to a database sequence of human, 
v origin were specifically excluded. The final result provided the 8064 sequences listed as SEQ ID 
NOS: 1-60 10 in the accompanying Sequence Listing and summarized in Table 2 (inserted prior to 
v claims). Each identified polynucleotide represents sequence from at least a partial mRNA transcript. 
10 Summary of polynucleotides of the invention ;. r '-.v . \\ ,' ■ ... Y 

-0; Table 2 (inserted prior to claims) provides a summary of polynucleotides isolated as described. 
; Specifically, Table 2 provides: 1 ) the SEQ ID NO ("SEQ ID") assigned to each sequence for use in , 
the present specification; 2) theC luster Identification No. ("CLUSTER"); 3) the Sequence Name . 
assigned to each sequence; 3) the sequence name ("SEQ NAME") used as an internal identifier of the 
.15 sequence; 4) the orientation of the sequence ("ORIENT") (either forward (F) or reverse (R)); .5) the ; ". 
: name assigned to the clone from which the sequence was isolated ("CLONE ID"); and the name of the 
hbrary from which the sequence was isolated ("LIBRARY"), where the notatiion indicates that name 
of the cell line or patient sample (e.g. , UC2-NormColbn indicates the sequence was isolated from 
normla colon tissue of the patient assigned the idnetification UC#2). Because at least some of the 
20 provided polynucleotides represent partial mRNA transcripts, two or more polynucleotides may 

represent different regions of the same mRNA transcript and the same gene and/or may be contained 
• within the same clone. Thus, for example, if two or more SEQ ID NOS : are identified as belonging to _ 
;.. the same clone, then either sequence can be used to obtain the full-iength mRNA. or gene - 



25 ^ Example 2:Results of Public Database Search to Identify Function of Gene Products 

SEQ ID NOS: 1-60 10 were translated in all three reading frames, and the nucleotide sequences 
-'. and translated amino acid sequences used as query sequences to search for homologous sequences in 
. ' either the GenBank (nucleotide sequences) or Non- Redundant Protein (amino acid sequences) 

databases. Query and individual sequences were aligned using the BLAST 2.0 programs, available 
30 ; over the world wide at a site 1 sponsored by the National Center for Biotechnology Information, which is 



SU] 



et al. Nucleic Acids Res. (1 997) 25:3389-3402). The sequences were masked to various extents to 
^prevent searching'of repetitive sequences or pply-A sequences, using the BLASTX pi^^ 
- -. masking low complexity as described above in Example 1, • V ' : ' - ; - W ; 



v 50 



: v ; Tables 3 A and 3 B (inserted prior to claims) provides the alignment summaries having a p • ■ 

value of 1 x 10e-2 or less, indicating substantial homology between the sequences of the present 
invention and those of the indicated public databases! Specifically, Table 3 A provides the SEQ ID NO 
. " of the query sequence, the accession number of the GenBank database entry of the homologous 
5 . sequence, and the individual p value of each alignment. Table 3 A provides the SEQ ID NO of the 
- . ' . " query sequence, the accession number of the Non-Redundant Protein database entry of the homologous 
y. . : sequence, and the individual p value of each alignment/ The alignments provided in Tables 3A and 3B 
. . are the best available alignment to a DNA or amino acid sequence at a time just prior to filing of the 
■;; present specification. ; The acU^^ of the polypeptide encoded by the SEQ ID NOS listed in these 
10 tables can be extrapolated to be substantially the same or substantially similar to the activity of the : 
V. reported nearest neighbor or closely related sequence. The accession number of the nearest neighbor is 
reported; providing a publicly available reference to the activities and functions exhibited by the 
•.. : nearest neighbor. The public information regarding the activities and functions of each of the nearest 
neighbor sequences is incorporated by reference in this application. Also incorporated by reference is 
15 ail pubiicly available information regarding the sequence, as well as the putative and actual activities 
and functions of the nearest neighbor sequences listed in Tables 3 A and 3B and their related sequences. 
The search program and database used for the alignment, as well as the calculation of the p value are 
also indicated. . i : :y- -.} ■' * ' ■' •• :.,-,} ; ". : ■ . ' ; , ' 

V ' ) , t . Full length sequences or fragments of the polynucleotide sequences of the nearest neighbors 
20 . can be used as probes and primers to identify , and isolate the full length sequence of the corresponding 
v polynucleotide. The nearest neighbors can indicate a tissue or cell type to be used to construct a library 
for the full-length sequences of the corresponding polynucleotides. ' 

■ Example 3 :Members of Protein Families 
• 25 { SEQ ID NOS:1-6010 were used to conduct a profile search as described in the specification 
above! Several of the polynucleotides of the invention were found to encode polypeptides having 
characteristics of a polypeptide belonging to a known protein family (and thus represent members of 
' these protein families) and/or comprising a known functional domain! Table 4 (inserted before claims) 
- provides the SEQ ID NO: of the query sequence, the Sequence Name, the Cluster to which the 
30 "sequence is assigned, a brief description of the profile hit, the orientation (Direction, "Dir") of the , 
-'■ V \V> 'V- query sequence with respect to the individual sequence ) where forward (for) indicates that the 

alignment is in the same direction (left to right) as the sequence provided in the Sequence Listing and 
: . ^ -re^ sequence complementary to the sequence provided in 

OV.'v'C- V the Sequence Listing), and the score of the profile hit: . 



Some polynucleotides exhibited multiple profile hits where the query sequence contains 
v overlapping profile regions, and/or where the sequence contains two different functional domains. 
• Each of the profile hits of Table 4 is described in more detail below, the acronyms for the profiles • 
.(provided in parentheses) are those used to identify the profile in the Pfam, Prosite, and Inter Pro 
5 . databases. The Pfam database can be accessed through web sites supported by Genome Sequencing 
Center at the Washington University School of Medicine or by the European Molecular Biology 
//'■", ; ' Laboratories in Heidelberg, Germany. The Prosite database can be accessed at the ExPASy Molecular 
Biology Server on the internet, the InterPro database can be accessed at a web site supported by the 
EMBL European Bioinformatics Institute, the public information available on the Pfam, Prosite, and 
10 InterPro databases regarding the various profiles, including but not limited to the activities, function, 
and consensus sequences of various proteins families and protein domains, is incorporated herein by 
y.-V; reference, \ ■ / ;';\'X . X--X : ' X/.'- . ■ * ' " ."* • : . :'. 'XCy\ '■' • .. 

Seven Transmembrane Integral Membrane Proteins - Rhodopsin Family (7 tm_l ; Pfam 
; Accession No. PFOQQQt): SEO ID NOS:2973, 5467, and 5508 correspond to sequences encoding a 
15 polypeptides that are members of the seven transmembrane (7tm) receptor rhodopsin family. G- 
. i protein coupled receptors of the (7tm) rhodopsin family (also called R7G) are an extensive group of . 
: • hormones, neurotransmitters, and light receptors which transduce extracellular signals by interaction 
X \ \ with guanine nucleotide-binding (G) proteins (Strosberg, Eur. J. Biochem. (1991) 196:l;.Kerlayage, 
; \ Curr. Opin Struct Biol. (1991) 1:394; Probst et al, DNA Cell Biol. (1992) 1 1:1; Savarese etal., 
20, Biochem I (1992) 283:1. The consensus pattern that contains the conserved triplet and that also . > 
■ : ; spans the major part of the third transmembrane helix is used to detect this widespread family of 

^proteiris [LIVMFT]- 
; ; (GST^ ^ : 

; ./;/;- ; ;;{ y- " : Ank Repeats (ANK: Pfam Accession No. PF0023V SEQ ID NOS:445,487 and 30 13 /«i 
; 25 - represent polynucleotides encoding Ank repeat-containing proteins. The ankyrin motif is a 33 amino 
acid sequence named after the protein ankyrin which has 24 tandem 33 -ammo-acid motifs. Ank 
repeats were originally identified in the cell-cycle-control protein cdclO (Breeden et al., Nature (1987) 
v 329:651). Proteins containing ankyrin repeats include ankyrin, myotropin, I-kappaB proteins, cell 
]■ '{:■ cycle protein cdc 10, the Notch receptor (Matsuno et all, Development (1997) 124(2 1):4265); G9 a (or 
30 . BAT8) of the class III region of the major histocompatibility complex (Biochem J. (1993) 290:811- 
= 818); FABP, GABP, 53BP2, Linl2, glp-1, SW I4, and S W16. The functions of the ankyrin repeats 
are compatible with a role in protein-protein interactions (Bork, Proteins (1993) 17(4):363; Lambert 
v ; - ; " and Bennet, Eiir. J Biochem. (1993) 21 1:1; Kerr et al, Current Op. Cell Biol (1992) 4:496; Bennett 
Xv<gL, I Biol CA^;(1980) 255:6424): XX I : 



: • - Basic Region Plus Leucine Zipper Transcription Factors (BZIP; Pfam Accession / - ; ' 
: No. PFOO 1 701 SEP ID NOS: 108. 1714, 3931, and 4356 represent polynucleotides encoding novel 

. members of the family of basic region plus leucine zipper transcription factors. The bZIP superfamily 
: ' ; .(Hurst, Pro/em Pro/ (1995) 2:105; and Ellenberger, Curr. Opin. Struct. Biol. (1994) 4:12) of ; ■ 
5 ' eukaryotic DNA-binding transcription factors encompasses proteins that contain a basic region . 
- C ^mediating sequence-specific DN A -binding followed by a leucine zipper required for dimerization. The 
' ^1 consensus pattern for this protein family is: . [KR]-x(U 
' %y.^y» [RKTAENQ]-x-R-x-[RK]. / { - ; ' > . ; \ • 
: : . : v DEAD and DEAH box families A TP-dependent helicases (Dead box helic; Pfam Accession ; 
M - No. PF00270, SEP ID NOS : 3 8„ 4 15 and 5756 correspond to sequences encoding a polypeptides that 
- are members of the DEAD box family. A number of eukaryotic and prokaryotic proteins have been 
. v • characterized (Schmid etal, Mol M<;/#/o/. (1992) 6:283; Lindere 

Wassarman^ al t Nature (1991) 549:463) on the basis of their structural similarity. All are involved 
in ATP-dependent, nucleic-acid unwinding. All DEAD box family members of the above proteins 
v * \5 ; share a number of conserved sequence motifs, some of which are specific to the DEAD family while 
: others are shared by other ATP -binding proteins or by proteins belonging to the helicases ; 

'superfamily'- (Hodgman, Nature (1988) 333:22 and Nature (1988) 333 :578 (Errata)). One of these 
motifs, called the 'D-E-A-D-box 1 , represents a special version of the B motif of ATP -binding proteins. 
Some other proteins belong to a subfamily which have His instead of the second Asp and are thus said 
■ . 20 to be 'D-E-A-H-box' proteins (Wassarman et ai, Nature (1991) 349:463; Harosh etal., Nucleic Acids 
5 ; ; • " ; Vlto. *(1 ?9-t)ri"9:633 1 ;lKqbi^'.et^',^. -.Ged. Virol. (1992) 73 :989). The following signature patterns 
X ;} ; ! are used to identify member for both sub^ 1) [LIVMF](2)-D^E-A-D-[RKEN]-x- ' .; • 

[LIVMFYGSTN]; and 2) [GSAH]-x-[LlVMF](3)-D-E-[ALlVJ-H-[NECR]. > 
? ^ Defensins (defensins; Pfam Accession No. PF00323. SEQ ID NQ.486 corresponds to a ; 
25 . sequence encoding a polypeptide that is a member of the mammalian defensin family. Defensins are a 
family of structurally related cysteine-rich peptides which are active against many Gram-positive; 
; : bacteria,, fungi, and enveloped viruses (Lehrer ef ai, ASM News (1990) 56:315-3 18; Lehrer et al, Cell 
■r ' . ' (1991) ^:229-230; Kagan et al, Toxicology (1994) 87: 1 3 1-149; Lehrer et al, Annu. Rev. Immunol 
V ^ Stmc/ Biol (1995) 5:521-527). Some defensins inhibit 

■! , 30 : corticotropoid-stimulated corticosteroid production , and also play a significant rote in innate immunity 
• ; ;, ' . -* >; to infection and neoplasia. The peptides known to belong to this family range in length from 29 to 35 
• . ; amino acids and have seven invariant residues, including six cysteines that are all involved in intraehain 
disulfide bonds.- The following consensus pattern is used to identify members of this protein family: C 
• . / . ^"x-C-x(3,5)-C-x(^ • 




' ' - EF Hand (Efhand; Pfam Accession No. PF00036). SEP ID NO:4373 corresponds to a 

.• r< ; . ' • : : : : : polynucleotide encoding a member of the EF-hand protein family, a calcium binding domain shared by : : 
' : y marry calcium-binding proteins belonging to the same evolutionary family (Kawasaki era/., Protein, ' v 
; /■■[ ; • - Prof. (1995) 2:305-490). The domain is a twelve residue loop flanked on both sides by a twelve . ; , 

5 . •• residue alpha-helical domain, with a calcium ion coordinated in a pentagonal bipyramidal 1 5 / 

; ' . ; ; configuration. The six residues involved in the binding are in positions 1, 3, 5, 7, 9 and 12; these > 

residues are denoted by X, Y, Z, -V, -X and -Z. The invariant Giu or Asp at position 12 provides two ' ]]■ ; 
oxygens for liganding Ca (bidentate ligand). The consensus pattern includes the complete EF-hand 
[ ■ • loop as well as the first residue which follows the loop and which seem to always be hydrophobic: D- . ; 

: : 10 ;M 

r,;.,V' ; ;;; [LIVMFYW] : <:'v.: : l : [ ■■-'■]■} \ • \ - <, ' :\/'^ : ^,/\C,rM : - ' ./'■>" 

; ^ :"Sx<: : . : : Epidermal Growth Factor (EGF; Pfam Accession No. PF00008). SEQ ID NO:3689 represents 
; 5 : r ; a polynucleotide encoding a member of the EGF family of proteins. The distinguishing characteristic ; 

• of this family is the presence of a sequence of about thirty to forty amino acid residues found in S ^ ;y, . ; 
,15- epidermal growth factor (EGF) which has been shown to be present, in a more or less conserved form, /./-; ' ;■ ■ 
: ; in a large number of other proteins (Davis, iVew .S/p/. (1990) 2:410-419; Blomquist.^^^Z./ Proc. Natl 
V r ^ ^4c^ Sfcz. CXSl^; ( 1?84) 5/ :73 63-7367; Barkert etal, Protein Nucl Acid Enz. (1986) 29:54-86; : 
V . Doolittle etal, Nature. (1984) 3(97:558-560; Appella et al, FEBSLett (1988) 231: 1-4; Campbell 

; . v. and Bork, Curr.Qpin. Struct Biol (1993) 3:385-392), A common feature of the domain is that the ; = V 

' 20 conserved pattern is generally found in the extracellular domain of membrane-bound proteins or in 

: * proteins known to be secreted. The EGF domain includes six cysteine residues which have been shown 
[ to be involved m disulfide bonds. The main structure is a two-stranded beta-sheet followed by a loop ... 
• ; v . to a C-terminal short two-stranded sheet. Subdomains between the conserved cysteines strongly vary 

; in length. The following consensus patterns are used to identify members of this family: C-x-C-x(5)- . ' 
% [ : 25. G-x(2)-C and C-x-C-x(s)-[GPj,[F^-x(4 ? 8)-C. [ ; ; ; : : > : < ' , \" 'X \ . 

■ . - : : : / Ets Domain (Ets Cterm; Pfam Accession No. PF00178). SEQ IDNO:6 represents a ' V; ; - 
. . ';; v :v , polynucleotide encoding a polypeptide with C-terminal homology in the ETS domain: Proteins of this 

family contain a. conserved domain, the "ETS-domain/V that is involved in DNA binding! The domain ; 
appears to.recpgnizepurine-rich sequences; it is about 85 to 90 amino acids in length, and is rich in . 
• ; r : ydX 30 . aromatic and positively charged residues (Wasylyk et al, Eur. J. Biochem. (1993)277:718). The ets ' 
; , : ^ . [ encodes a . novel class of DNA -binding proteins, each of which binds a specific DNA 



''sequence: arid. comprises, an 'ets- domain that specifically interacts with sequences containing the :• * 
common bore tri-nucleotide sequence GGA.. In addition to m ets domain, native ets proteins comprise .-' 
other sequences Which can modulate the biological specificity of the protein. Ets genes and proteins •• V 




• are involved in a variety of essential biological processes including cell growth, differentiation. and ' ' ■ 
• ! • development, and three members are implicated in oncogenic process. ••' v- : - s ' • : - ; 

: ; : Pleckstrin Homology- fPH; Pfam Accession No. PF00169). SEP ID NOS.228 and 6001- ' 
t >' correspond to polynucleotides encoding members of the PH family. The pleckstrin homology domain 
,5 . .-. is a domain of about 1 00 residues that occurs in a wide range of proteins involved in intracellular ^ 
signaling or as constituents of the cytoskeleton (Mayer et al, Cell (1993) 73:629-630; Haslam etal, 
; > : Nature (1993) 565:309-3 10; Musacchio et al, Trends Biochem. Sci. (1993)75:343.348; Gibson 

1 ^ ^ Hemmings, J. Cell. Biochem. (1994) 56:436-443; Saraste and Hyvonen, Cufr. Opin. Struct. Biol. : : ;* 
10 (1995) 5:403-408); All known structures of PH domains have two perpendicular anti-parallel beta 
sheets, followed by a C-terminal aniphipathic helix. The loops connecting the beta-strands differ 
; : p. greatly in length, making the PH domain relatively difficult to detect (Riddihough, iVar. Struct. Biol. • 
V (1994); 7:755-757). There are no totally invariant residues within this domain. ; f v ' 
■ , " • Protein Kinase (protkinase: Pfam Accession No. PF00069V SEP IDNOS:9- 39. 69, 118, 229 
- 15 and 4151 represent polynucleotides: encoding protein kinases, which catalyze phosphorylation of • ■ 
, . proteins in a variety of pathways, and are implicated in cancer. Eukaryotic protein kinases (Hanks et 
: ^ FASEB J. (1995) 9:576; Hunter, Meth\ Enzymol (1991) 200:3; Hanks et al.Meth. Enzymol. 
(1991) 200:38; Hanks, Cum Qpin. Struct Biol (1991) /:369; Hanks al. y Science (19U) 241:42) 
belong to a very extensive family of proteins that share a conserved catalytic core common to both 
20,; serine/threonine and tyrosine protein kinases. There are a number of conserved regions in the catalytic . 
domain of protein kinases. The first region, located in the N-terminal extremity of the catalytic 
domain, is a glycine-rich stretch of residues in the vicinity of a lysine residue, which has been shown to 
be involved in ATP binding. The second region, located in the central part of the catalytic domain, 
. contains a conserved aspartic acid residue that is important for the catalytic activity of the enzyme 
V 25 (Knighton £?/ aL, Science (199 \) 253:407): v : ^^;v..- : : ^'^ . " 

. C . The protein kinase profile includes two signature patterns for this second region: one specific , 

for serine/threonine kinases and the other for tyrosine kinases. A third profile is based on the . 
, alignment in Hanks et at (FASEB J. ( 1 995) 9:576) and covers the entire catalytic domain. The 
•.: ■ ; consensus patt^s are as follow 
^' ^ 

. where K binds ATP; 2).^ where D is 

an active site residue; and 3) [LIVM^^^ ;\ 

^'$^• : ' ; •^X-^fi^■D ; is•an active site-jesidue.v^'- \ , . •-•,:■: . - : 



Retroviral aspartvl protease (RVP; Pfam Accession No. PF000771 SEP ID NO:2038 _c;./*; : ,.V-. v 
corresponds to a polynucleotide encoding a member of the As partyl Protease family. Aspartyl :':'"f 
' proteases, also know as acid proteases, are a widely distributed family of proteolytic enzymes known to 
exist in vertebrates, fungi, plants- retroviruses and some plant viruses (Foltmann, Essays Bwchem. - " 
5 v . (1981) 7 7:52-84; L)avies, Anna. Rev. Biophys. Client. '(1990) 19: 189-2] 5; Rao etaL, Biochemistry : : \ 
; . (1991) 3(9:4663-4671). Most retroviral aspartyl proteases (RVP) are homodimers of a chain of about . / ■ 

• : [ 95 to 125 amino acids. In most retroviruses, the protease is encoded as a segment of a polyprotein. 

v . ; }"■ which is cleaved 1 during the maturation process of the virus. RVP is generally part of the pol . . . K : 

'' polyprotein and, more rarely, of the gag polyprotein. The consensus pattern is as foUows: , ; 
10 ; ^WMFGAC]- 

[L1VMFGTA] [D is the active site residue]. / ; ^ '-".v. ^ ■ ■ "• ;:• . • • 

[■•J v^' Reverse Transcriptase (rvt; Pfam Accession No. PF00078). SEP 1DNOS: 1511 and 25 14 : ■ 

V f represent polynucleotides encoding reverse transcriptases, which occur in a variety of mobile elements, : : : " 

including relrotransposons, retroviruses, group II introns, bacterial msDNAs, hepadnaviruses, and 
15 caulimoyiruscs (Xiong and Eickbush, EMBO J ( 1 990) P:33 53 -33 62). Reverse transcriptases catalyze , 
-• RNA-template-directed extension of the 3 '-end of a DNA strand by one deoxynucleotide at a time and : . 
require an RNA or DNA primer. •/' v.; -V ; '. : ■ • . \- \ -. : . 

/ ; • Transforming growth factor beta like domain (TGF beta; Pfam Accession No. PF000 19). 

SEQ ID NO:5522 represents a polynucleotide encoding a polypeptide of the TGF-beta family. • .\ 
20 Proteins from the transforming growth factor-beta family are active as homo- or hetero-dimers with the 
. two chains being linked by a single disulfide bond (Roberts and Sporn, 7/r Peptide growth factors and 
. their receptors, Handbook of Experimental Pharmacology, Vol. 95, pp4 19-475, Springer Verlag, 

• Heidelberg, (1990); Burt, Biochem. Biophys. Res. Commun. (1992) 7^:590-595; Burt and Law, - V 

j Prog: Growth Factor Res. (1994) 5:99-118). It is known from X-ray studies that all the other ^ • 
25 cysteines of the sequence are involved in interchain disulfide bonds (Daopin qL, Science (1992); 

257:369-373). Members of this family can be recognized by the following consensus pattern: [LIVM]- 
... x(2)-P-x(2)-[FY]-x(4)-C-x-G-x-C (The two G's are involved in disulfide bonds), 1 ■ - ■ '•• ; . : 
' . V WD Domain (WD40Y. G-Beta Repeats (WD domain; Pfam Accession No. PF0Q40Q). SEQ ' " : ; - 

- ID NO: 1 17 represents a member of the WD domain/G-beta repeat family. Beta-transducin (G-beta) is : ; ^ 
30 one of the three subunits (alpha, beta, and gamma) of the guanine nucleotide-binding proteins (G • : ; - 
proteins) which act as intermediaries in the transduction of signals generated by transmembrane :../\.' r -.. ; " 
. receptors (Gilman, Annu. Rev. Biochem. (1987) 56:615). The alpha subunit binds to and hydrolyzes • 
"* ; ; GTP; the beta and gamma subunits are required for the replacement of GDP by GTP as well as for 
> - membi^e anchoring and receptor recognition. In higher eukaryotes, G-beta exists as a small 



/ muitigcne family of highly conserved proteins of about 340 amino acid residues. Structurally, G-beta 
.:; : ', '-; ' , • • has eight tandem repeats of about 40 residues, each containing a central Trp-Asp motif (this type of ■ - \ 
/ ; ; ; repeat is sometimes called a WD-40 repeat). The consensus pattern for the WD domain/G-Beta repeat ' >• 

; ; ' / : ' • V ; - : Zinc Finder; C2H2 Type (Zincfing C2H2; Pfam Accession No. PF00096Y. SEP ID NOS: 6 1. > 
; : V . - - \ 502,; 700, 847, 2034, 2054, 3403, 3524, 3653, 3723, 4688, and 4979 correspond to polynucleotides ; 
y. ' v v r ; encoding members of the C2H2 type zinc finger protein family, which contain zinc finger domains that 
Vy« .;; . facilitate nucleic acid binding (Klug ef all ..Trends Biochem. Sci: (1987) 72:464; Evans et ah, Cell \ \ 

10 (1988) J2:l;Payre^a/., FEES Lett (1988) 234:245; Miller ^«/.,fl^O J. (1985) 4:1609; and ■ ' 
Berg, Proc. Natl. Acad Sci, USA (1988) 55:99), In addition to the conserved zinc ligand residues, a .> 
• • Vy- ;•. -v number of other positions are also important for the structural integrity of the C2H2 zinc fingers- 'V'^'CV- 
' \ (Rosenfeld ef al , J. Biomol. Struct. Dyn. (1993) /7:557). The best conserved position, which is 

. j "generally an aromatic or aliphatic residue, is located four residues after the second cysteine. The . 

■■-^ 

t// - two Cs arid two H's are zinc ligands. ' v:'.-- .. >/• -V ,• ; ■ •. ; . " ; .' -f'" 

■Z • V ■'; ■/ • Zinc Finger, C2HC Type (Zincfing C2HC: Pfam Accession No. PFO 1530). SEQ ID ; J • : • ^ : - • : 

NO:3814 represents a member of the C2HC zinc finger family! The 18 residue G2HC domain is v \.. /: ' r . ' .'■ 
• mainly found in the retroviral nucleocapsid protein, and is required for viral genome packaging and for 

20 ■ the early infe : ; . } 

; , Biol. (1999) 257:59-75): In addition, the CCHC domain is found in eukaryotic proteins involved in 
r RNA binding or single-strand DNA binding. ; . . : — ■■■■ \ V : : . 

Zinc finger, C3HC4 type (RING finger), signature (Zincfing C3HC4; Pfam Accession 
: ; : : . No, PFQ0097V SEQ ID NO:3 140 represents a polynucleotide encoding a polypeptide having a 
■;. 25 C3HC4 type zinc finger signature. A number of eukaryotic and viral proteins contain this signature, - ... - " 

which is primarily a conserved cysteine-rich domain of 40 to 60 residues (Borden et al, Curr. Opin: ' \ x ' l \ 

Struct. Biol. (1996) 6:395) that binds two atoms of zinc, and is probably involved in mediating r ; . = . 
' protein-protein interactions. The 3D structureof the zinc ligation system is unique to the RING .. < 
J domain and is referred to as the "cross-brace" motif. The spacing of the cysteines in such a domain is 

- : V ; ; V 3 for . ^ • 

; . . : • . the C3HC4 finger is based on the domain's central region: e-x-H-x-[LrVMFY]-C-x(2)-G-[LIVMYA]. Y . \ 

- :'^^ : /^ x y Zinc finger, CCCH type! (Zincfing CCCH: Pfam Accession No; PF00642). SEQ ID NO: 877 , •• - - v . 



corresponds to a polyncleotide encoding a member of the CCCH zinc, finger protein family. This 
domainis present in many eukaryotic proteins, including zinc finger proteins involved in cell cycle or 




growth phase-related regulation and regulatory proteins involved in regulating the response to growth . : 
: factors. It has been shown that proteins containing the CCCH zinc finger interact with the 3 ' « , . - 
untranslated region of various mRNA (Carballo et at ; Science (1998) 281: 1001-1005; Lai et ai; MoL 
Cell Biol (1999) 79:43 1 1-4323) and that this domain is often present in two copies. The consensus v 
5 pattern for the CCCH zinc fingers is: C-x8-C-x5-C-x3-H. , I, 

• • Example 4 : Description of Libraries and Detection of Differential Expression / 

' > The relative expression levels of the polynucleotides of the invention were assessed in several 
; , ' libraries prepared-from various sources, including cell lines and patient tissue samples. Table 1 above V 
10 • provides a suxnmary of these libraries, including the shortened library name, the mRNA source used to 

■ prepared the cDNA library, the "nickname" of the library that is used in the tables below (in quotes), 1' 
: . ; and the approximate number of clones in the library. ■ ,. -;v ■ : - 

v Each of the libraries is composed of a collection of cDNA clones that in turn are representative ■ • 
,['. of the mRNAs expressed in the indicated mRNA source. In order to facilitate the analysis of the 
15 millions of sequences in each library, the sequences were assigned to clusters. The concept of "cluster ' . 
vrlA^pIpneis'ris derived from a sorting/grouping of cDNA.clones based on their hybridization pattern to a v ; 

panel of roughly 300 7bp oligonucleotide probes (see Drmanac et ai, Genomics (1996) 37(I):29). 
P-r;-F;. Random cDNA clones from a tissue library are hybridized at moderate stringency to 300 7bp 

i oligonucleotides. Each oligonucleotide has some measure of specific hybridization to that specific 
26: clone. The combination of 300 of these measures of hybridization for 300 probes equals the ; x 
"hybridization signature" for a specific clone. Clones with similar sequence will have similar 
hybridization signatures. By developing a sorting/grouping algorithm to analyze these signatures, • , 
v ; groups of clones in a library can be identified and brought together computationally. These groups of 
, clones are termed "clusters". Depending on the stringency of the selection in the algorithm (similar to 
25 the stringency of hybridization in a classic library cDNA screening protocol), the "purity" of each 

"cluster can be controlled. For example, artifacts of clustering may occur in computational clustering V '.;[- 
>; just as artifacts can occur in "wet-lab" screening of a cDNA library with 400 bp cDNA fragments, at > 
even the highest stringency. The stringency used in the implementation of cluster herein provides 
groups of clones that are in general from the same cDNA or closely related cDN As. Closely related :. 
30 clones can be a result of different length clones of the same cDN A, closely related clones from highly ; / 
-. ; related gene families, or splice variants of the same cDNA. . -'■ ".'{\,y : ' : _ 

■: : %r ;-[ ■ ':■ Differential expression for a selected cluster was assessed by first determining the number of • •• 
cDNA clones corresponding to the selected cluster in the first library (Clones in 1 st ), and the 
: .r : dcter^ number of cDNA clones corresponding to the selected cluster in the second library 



U (Clones in 2 nd ). Differential expression of the selected cluster in the first library relative to the second '• 
• ^ ■. ■ • : - ; library is expressed as a "ratio" of percent expression between the two libraries. In general, the "ratio" ■ 

'is calculated by: 1) calculating the percent expression of the selected cluster in the first library by -\ ~ , ■ 1 

- • dividing the number of clones corresponding to a selected cluster in the first library by the total number 

^ . 5 of clones analyzed from the first library; 2) calculating the percent expression of the selected cluster in ; 

\ the second library by dividing the number of clones corresponding to a selected cluster in a second : --r 

library by the total number of clones analyzed from the second library; 3) dividing the calculated ,. • • ' ; " ••• ; ; : ;.• 
... percent expression from the first library by the calculated percent expression from the second library. - r 
/, ' 1 . ■ ;. •.: : / If the "number of clones" corresponding to a selected cluster in a library is zero, the value is set at 1 to > -i- . • 
V r : : 10 aid in calculation. The formula used in calculating the ratio takes into account the "depth" of each of • •• 

\ f[ the libraries being compared, i.e., the total number of clones analyzed in each library. ; V 
I . " In general, a polynucleotide is significantly differentially expressed between two samples when .': 

the ratio value is greater than at least about 2, preferably greater than at least about 3, more preferably • ; 
. greater than at least about 5 , where the ratio value is calculated using the method described above. / . .• 
. f 15 The significance of differential expression is determined using a z score test (Zar, Biostatistical • 
; : An alysis . Prentice Hall, Inc', USA, "Differences Between Proportions," pp 296-298 (1974). ;n 

[.;■'■{■ \'. Using this approach, a numbei* of polynucleotide sequences were identified as being - \ - - ; ; : 

differentially expressed between, for example, cells derived from high metastatic potential cancer tissue 
\: ■ ~ ; and low metastatic cancer cells, and between cells derived from metastatic cancer tissue and normal 

• ■ . 20 ;: tissue/Evaluation of the levels of expression of the genes corresponding to these sequences can be • ... V 
s ; " valuable in diagnosis, prognosis, and/or treatment (e.g., to facilitate rationale design of therapy, 1 

• ' -: monitoring during and after therapy, etc.). Moreover, the genes corresponding to differentially ; ; - 

^ expressed sequences described herein can be therapeutic targets due to their involvement in regulation 

— : <. ./.;; (e.g., inhibition or promotion) of development of, for example, the metastatic phenotype. For example, v 
' . : V . ; 25 ; sequences that correspond to genes that are increased in expression in high metastatic potential cells • 

-'::>"://: relative to normal or non-metastatic tumor cells may encode genes or regulatory sequences involved in 
; s • ; processes such as angiogenesis, differentiation, cell replication, and metastasis, 

: . • >7' Detection of the relative expression levels of differentially expressed polynucleotides described 

V \ v therein can provide valuable information, to guide the clinician in the choice of therapy. For example, a 

;/;V>. ; 30 patient sample exhibiting an expression level of one or more of these polynucleotides that corresponds . ,' / 
V- to a gene that is increased in expression in metastatic or high metastatic potential cells may warrant 
v : more aggressive treatment for the patient. In contrast, detection of expression levels of a { 
; • ; ■ polynucleotide sequence that corresponds to expression levels associated with that of low metastatic 

* potential cells may warrant a more positive prognosis than the gross pathology would suggest. , •• 



A number of polynucleotide sequences of the present invention are differentially expressed 



relative to untreated HMVEC. Sequences that are differentially expressed between grovvth factor- 
treated HMVEC <md untreated HMVEC can represent sequences encoding gene products involved in . 
5 angiogenesis, metastasis (cell migration), and other development and oncogenic processes; For 
'I example, sequences. that are more highly expressed in HMVEC treated with growth factors (such as 
bFGF or VEGF) relative to untreated HMVEC can serve as drug targets for chemotherapeutics, e.g., 
- decreasing expression of such up-regulated genes or inhibiting the activity of the encoded gene product 
: . . ; : would serve to inhibit tumor cell angiogenesis. Detection of expression of these sequences in colon \ 
.10 cancer tissue can be valuable in determining diagnostic, prognostic arid/or treatment information 

. associated with the prevention of achieving the malignant state in these tissues, and can be important in 
; : risk assessment for a patient. A patient sample displaying an increased level of one or more of these 
£■ polynucleotides may thus warrant closer attention or more frequent screening procedures to catch the ; 
• malignant state as early as possible. ; : . t /. - ; '/•_•:;. :■'] :: v 

15 The differential.expression of the polynucleotides can thus be used as, for example, diagnostic 

: and/or prognostic markers, for risk assessment, patient treatment and the like.; These polynucleotides 
can also be used in combination with other molecular and/or biochemical markers. 



as being, differentially expressed across various combinations of the libraries described above is 
i 20 summarized in Table 5 (inserted prior to the claims). Table 5 provides: 1) the Sequence Identification 
: v Number ("SEQ ID NO") assigned to the polynucleotide; 2) the cluster ("CLUSTER") to which the / 
polynucleotide has been assigned as described above; 3) the library comparisons that resulted in 
identifcation of the polynucleotide as being differentially expressed ("PAIR AB"), where the cDNA . 
libraries used are referenced by their library numbers; 4) the number of clones corresponding to the ; 
25 polynucleotide in the first library listed ("CLONES A"); 5) the number of clones corresponding to the 
polynucleotide in the second library listed ("CLONES B"); 6) the "RATIO PLUS" where the 
comparison resulted in a finding that the number of clones in library A is greater than the number of 
' , clones in library B; and 7) the "RATIO MINUS" where the comparison resulted in a finding that the 

: number of clones in library Bis greater than the number of clones in library A. > T 
30/ * : • . Detection of expression of genes that correspond to the above polynucleotides may be of ; . 
■ particular interest in diagnosis, prognosis, risk assessment, and monitoring of treatment. Furthermore, 
: differential expression of a specific gene: across (multiple libraries can also be indicative of a gene ^ 
; > whose expression is associated with,, for example, suppression of the metastatic phenotype or with • 
development of the' cell , toward a metastatic phenotype. For example, SEQ ID NO:3744 corresponds 



to a gene that is expressed at relatively higher levels in metastatized colon tumor, than in normal colon 
, tissue. Thus a relatively increased level of expression of the gene corresponding to SEQ IDNO:3744 
Iv.; may be used as marker of a metastatic or pre-metastatic colon eels either alone or in combination with 
;": •;• other markers. r ; : -; ; ' V : ; . : ..V;' : , \-f-;' V" y-;.. w---.' 7*".' v \ ' ■■; ■■ 

5 Some polynucleotides exhibited similar differential expression trends in libraries of different v 

tissue origin (see,e.g:., SEQ ID NO:337). These data suggest that the differential expression patterns 
of some genes associated with development of tumors indicate a role for those genes that is non- 
specific to the tissue of origin. • •; \\~ ' }> - : ' • - ; . < . •' ./ ' ; 

1 0 Example 5: Detection of Differential Expression Using Arrays '- : ' 

mRNA isolated from samples of cancerous and normal colon tissue obtained from patients 
• ' were analyzed to identify genes differentially expressed in cancerous and normal cells. Normal and 

. cancerous cells collected from cryopreserved patient tissues were isolated using laser capture , : ; V 
, r n^^^ known in the art (see, e.g. ,. Ohyama et 

15 al (2000) Biotechniques 29:530-6; Curran et at (2000) Mol Pathol 53:64-8; Suarez-Quian et al : : 
: J (1999) Biotechniques 26:328-35; Simone et al \199%) Trends Genet 14:272-6; Conia et al (1997) J. 
; ; : . Clin: Lab. Anal 1 1:28-38; Ernmert-Buck et al (1 996) Science 274:998- 100 1). , V: > 



v ' tissue samples were isolated, including: the Patient ID ( M PT ID")and Path ReportID (} Path ID"), which 
20 - \ are numbers assigned to the patient and the pathology reports for identification purposes; the group 
•• ("Grp")to which the patients have been assigned; the anatomical location of the tumor ("Anatom ; 
Loc"); the primary tumor size ("Size"); the primary tumor grade ("Grade"); the identification of the 
histdpathological grade ("Histo Grade"); a description of local sites to which the tumor had invaded 
- ("Local Invasion"); the.presence of lymph node metastases ("LN Met"); the incidence of lymph node 
.25 metastases (provided as a number of lymph nodes positive for metastasis over the number of lymph ,: 
nodes examined) ("Incidence Lymphnode Met"); the "Regional Lymphnode Grade"; the identification 
, * or detection of metastases to sites distant to the tumor and their location ("Dist Met & Loc"); the grade 
: . : of distant metastasis ("Dist Met Grade"); and general comments about the patient or the tumor " 
. ; ("Comments"). Histophatology of all primary tumors incidated the tumor was adenocarcinmoa except 
30 : for Patient' ID Nos. 130 (for which no information was provided), 392 ( in which greater than 50% of ; 
V^;' : -> : ^':.thexeils were mucinous carcinoma), and 784 (adenosquamous carcinoma). Extranodal extensions '. 

; were described in three patients, Patient ID Nos. 784, 789, and 791. Lymphovascular invasion was 
: • described in Patient ID Nos .128, 278, 517, 534, 784, 786, 789, 791, 890, and 892. CroM's-Iike , . 



infiltrates were described in seven patients, Patient ID Nos. 52, 264, 268, 392, 393, 784, and 79 1 . r 
Table 7 (below) provides information about the patients from whom the prostate tissue was isolated. 
£ Table 7. Prostate paitent data. 



Prostate Patient ID 


Tumor Gleason Grade 


JNormal Prostate Description 




3+3 Adenocarcinoma 


Normal prostate; Benign hyperplasia 


282 


4+3 Adenocarcinoma 


Normal prostate; Benign hyperplasia 


- 286 . 


3+3 Adenocarcinoma 


Normal prostate; Benign hyperplasia 


294 


3+4 Adenocarcinoma 


Normal prostate; Benign hyperplasia 


362 


3+3 Adenocarcinoma . 


Normal prostate; Benign hyperplasia 


428 


4+3 Adenocarcinoma 


Normal prostate; Benign hyperplasia 


492: 


3+3 Adenocarcinoma 


Normal prostate; Benign hyperplasia 


492 


3+3 Adenocarcinoma 


Normal prostate; Benign hyperplasia 


.• 493 


3+4 Adenocarcinoma - 


Normal prostate; Benign hyperplasia 


^ 510= 


3+3 Adenocarcinoma 


Normal Prostate; Benign hyperplasia 



: \ '■■ Identification of differentially expressed genes ' 

: cDNA probes were prepared from total RNA isolated from the patient cells described above. 
Since LCM provides for the isolation of specific cell types to provide a substantially homogenous cell 
sample, this provided for a similarly pure RNA sample. > :. 

- \ ; Total RNA was first reverse transcribed intocDNA using a primer containing a T7 RNA . X; 
polymerase promoter, followed by second strand DNA synthesis: cDNA was then transcribed in vitro 
to produce antisense RNA using the T7 promoter-mediated expression (see, e.g., Luo et al (1999) ■ 
Nature Med 5:1 17-122), and the antisense RNA was then converted into cDNA. The second set of 
cDNAs were again transcribed in W/r<v using the T7 promoter, to provide antisense RNA. Optionally, 
the RNA was again converted into cDNA, allowing for up to a third round of T7-rnediated 
amplification to produce more antisense RNA: Thus the procedure provided for two or three rounds of 
in vitro transcription to produce the final RNA used for fluorescent labeling. , 

V ■ Fluorescent probes were generated by first adding control RNA to the antisense RNA mix, and 
producing fluorescently labeled cDNA from the RNA starting material. Fluorescently labeled cDNAs 
prepared from the tumor RNA sample were compared to fluorescently labeled cDNAs prepared from 
normal cell RNA sample. For example, the cDNA probes from the normal cells were labeled with Cy3 
fluorescent dye (green) and the cDNA probes prepared from the tumor cells were labeled with Cy5 
fluorescent dye (red), and vice versa. / ■ - ; ; .../; • :'.;.;/ 

• Each array used had an identical spatial layout and control spot set. Each microarray was 
divided into two areas, each area having an array with, on each half, twelve groupings of 32 x 12 spots, 
for a total of about 9,2 1 6 spots on each array. The two areas are spotted identically which provide for 
at least two duplicates of each clone per array. 



; ; Polynucleotides for use on the arrays were obtained from both publicly available sources and ; 
from cDNA libraries generated from selected cell lines and patient tissues. PCR products of from .= , / • 
about 0.5kb to 2.0 kb amplified from these sources were spotted onto the array .using a Molecular % / v 
;• : • Dynamics Gen III spotter according to the manufacturer's recommendations. For polynucleotides • 
5 .. described herein, the microarray spot contained a clone having a cDN A from which the sequence was 
V> .-. : derived. The first row of each of the 24 regions on the array had about 32 control spots, including 4 ) 
."■ negative, control spots and 8 test polynucleotides. The test polynucleotides were spiked into each : 

sample before the labeling reaction with a range of concentrations from 2-600 pg/slide and ratios of : . ..." 
... 1:1. For each array design, two slides were hybridized with the test samples reverse-labeled in the : <• ' 
10. labeling reaction. This provided for about four duplicate measurements for each clone, two of one color 

and two of the other, for each sample. - . ' - . • . r " . .' : - 'v-. • ' .0 ' 

: Table 8 (inserted before the claims) describes sequences present on the arrays. Table 8 

■ includes: 1) athe SEQ ID NO of the sequence of the polynucleotide; and 2)the Spot ID, which is a / 
'■'y-f. unique identifier for each spot ohtaining target sequence of interest on all arrays used. ; 
15 . The differential expression assay was performed by mixing equal amounts of probes from • 

- tumor cells and normal cells of the same patient, The arrays were prehybridized by incubation for 
about 2 hrs at 60°C in 5X SSC/0.2% SDS/I mM EDTA, and then washed three times in Water and 
' twice in isopropanol. Following prehybridization of the array, the probe mixture was then hybridized 
to the array under conditions of high stringency (overnight at 42°C in 50% formamide, 5X SSC, and 
20 0.2% SDS. After hybridization, the array was washed at 55 °C three times as follows: I) first wash in ' 
'y.J iX SSC/0.2% SDS; 2) second wash in 0. IX SSC/0.2% SDS; and 3) third wash in 0.1 X SSC. 

The arrays were then scanned for green and red fluorescence using a Molecular Dynamics 
Generation III dual color laser-scanner/detector. The images were processed using BioDiscovery 
: : v Autogcne software, and the data from each scan set normalized to provide for a ratio of expression 
25 relative to normal. Data from the microarray experiments was analyzed according to the algorithms 
• ; described in U.S. application serial no. 60/252,358, filed November 20, 2000, by E.J. Moler, MA. ' ' 
Boyle, and F.M. Randazzo, and entitled "Precision and accuracy in cDNA microarray data," which 
, application is specifically incorporated herein by reference. . 

V ' The experiment was. repeated, this time labeling the two probes with the opposite color in 

'30 order to perform the assay in both "color directions." Each experiment was sometimes repeated with \\ : > , 

r two more slides (one in each color direction). The level fluorescence for each sequence on the array 
> ; ■ expressed as a ratio of the geometric mean of 8 replicate spots/genes from the four arrays or 4 replicate ; 

V • spots/gene from 2 arrays or some other permutation. The data were normalized using the spiked 
•""-^'^P^sitive controls present in each duplicated area, and the precision of this; normalization was included •- 



in the final determination of the significance of each differential. The fluorescent intensity of each spot 
was also compared to the negative controls in each duplicated area to determine which spots have v ■ : 
> detected significant expression levels in each sample. ; :. ; . ;=--;'' : V v ._ • • : - 

.•>•:••; [ A statistical analysis of the fluorescent intensities was applied to each set of duplicate spots to 
v5 assess the precision and significance of each differential measurement, resulting in a. p- value testing the 

null hypothesis that there is no differential in the expression level between the tumor and normal 
, . : ; : . samples of each patient. During initial analysis of the microarrays, the hypothesis was accepted if p> 
; 10~ 3 , and the differential ratio was set to 1.000 for these spiots. All other spots have a significant , 
difference in expression between the tumor and normal sample. If the tumor sample has detectable 
10 >■ expression and the normal does hot, the ratio is truncated at 1000 since the value for expression in the 
normal sample would be zero, and the ratio would not be a mathematically useful value (e.g., infinity). 
< : If the normal sample has detectable expression and the tumor does not, the ratio is truncated to 0.001, 
since the value for expression in the tumor sample would be zero and the ratio would not be a 
■ mathematically useful value. These latter two situations are referred to herein as "on/off." Database, 
15 tables were populated using a 95% confidence level (p>0.05). • ; 1 

Table 8 (inserted before the claims) provides the results for gene products differentially •• 
. ; expressed in the colon tumor samples relative to normal tissue samples. Table 8 includes: 1) the SEQ 

ID NO; 2) the spot identification number ("SpotID"); 3) the percentage of patients tested in which 
•', expression levels of the gene (as detected using the correponding clone) was at least 2-fold greater in ] 
• 20 > cancerous colon tissue (primary colon tumor) than in matched normal tissue ( ,f Colon>2x T/N "); 4) the : 

percentage of patients tested in which expression levels of the gene was less than or equal to one-half 
: ; of the expression level in matched normal cells ("Colon <=halfx T/N"); and 5) the colon number ratios, 
':'.} ;..V indicating the number of patients upon which the provided ratios was based. ; ; / 7' 

; ' ; : : Table 9 below provides the data for differential expression analysis on the arrays using ..*: 

25 samples from metastazed colon tissue. In this example, the samples used for hybridization to , 
sequences on the microarray were derived from the matched metastasized (MT) colon tissue and 
. , normal (N) colon tissues of the patients. Table 9 includes: 1) the SEQ ID NO; 2) the percentage of 
: : : patients tested in which expression levels of the gene (as detected using the correponding clone) was at 

least 2-fold greater in metastisized cancerous colon tissue (MT) than in matched normal tissue • 
30 ("Colbn>2x MT/N M ); 5) the percentage of patients tested in which expression levels of the gene was 
* less than or equal to one-half of the expression level in matched normal cells ("Colon <=halfx T/N"); 
and 8) the colon number ratios- indicating the number of patients upon which the provided ratios was 
; ^ . based: The corresponding data with the same sequence of the colon tumor tissue versus matched 
r^i, ; normal colon tissue (T/N) are provided for convenience in comparison. ; •. • . ; ■ : '-^ : r:/].: '' : -'\ 



Table 9. Polynucleotides Corresponding to Differnetially Expressed Genes in Metastasized 



Colon Cancer Tissue 



SEQID 
NO 


Colon 

MT/N>2x 


Colon MT/N 
<halfx 


Colon MT/N 

Mum T?nfin<; 
IN LUll xvaiius 

by Clone 


, . >2x , 


<halfx 


v-oion t /in 
Num Ratios 


217 


40.0 ' 


0.0 


5.0 


0.0 


50.0 


8.0 


,324 


o.o •' 


. 40.0 


5.0 


0.0 


37.5 


8.0 


1653 


0.0 


40.0 


5.0 


o.o ; 


37.5 


8.0 


1972 


. 40.0 


- o.o 


5.0 


0.0' 


42.9 


7.0 


' 2346 


• - 20.0 / ; 


40.0 


5.0 


0.0: 


85.7 


7.0 


2352 


20.0 


80.0 


5.0 


0.0 


71.4 


7.0 


2353 


20.0 


40.0 


5.0 


0.0 


85.7 


7.0 


2647 


0.0 


40.0 


5.0 


0.0 


62.5 


8.0 


5341 


0.0 


40.0 


• 5.0 


0.0- 


37.5 


8.0 



Table 10 below provides the data for differentia! expression analysis on the arrays using 
samples from matched cancerous and normal prostate tissue (PT/N). Table 10 includes: 1) the SEQ ID 
NO; 2) the percentage of patients tested in which expression levels of the gene (as detected using the 
correponding clone) was at least 2-fold greater in metastisized cancerous prostate tissue (PT) than in 
matched normal tissue ("CoIon>2x PT/N 3) the percentage of patients tested in which expression 
levels of the gene was less than or equal to one-half of the expression level in matched normal cells 
("Colon <=halfx PT/N M ); and 4) the prostate PT/N number ratios, indicating the number of patients 
upon which the provided ratios was based. The corresponding data with the same sequences for the 
colon tumor versus normal (T/N) and metastasized colon tissue versus normal (MT/N) are provided for 
convenience in comparison. . 

Table 10. Polynucleotides Corresponding to Differnetially Expressed Genes in Prostate 



Cancer Tissue 









Prostate 












Colon 


SEQ 


Prostate Prostate 


(PT/N) 


Colon 


Colon 


Colon T/N 


Colon 


Colon 


, MT/N 


ID 


(PT/N) 


(PT/N) 


. Num 


T/N; 


T/N 


Num 


MT/N 


MT/N 


Num 


NO 


>2x 


<halfk 


Ratios 


>2x 


<halfx 


Ratios 


>2x 


<halfx 


Ratios 


139 


11.1 


' 33.3 


9.0 


0.0 


50.0 


8.0 








490 


37.5 


12.5 


8.0 


0.0 


71.4 


7.0 








629 


33.3 


1 1.1 


•9,0 














644 


12.5 : 


,37.5: 


8.0 


0.0 


42.9 


7.0 








1674 


33.3 


' 0.0 


9.0 














2346 


37.5 


25.0 


8.0 


0.0 


: 85.7 - 


7.0 


20.0 


40.0 


5.0 


2352 


37.5 • 


• 12.5 


8.0 


0.0 


7.1.4 


7.0 


20:0 


. 80.0 


5.0 . 


2420 


22.2 


33.3 ; 


9.0" 



















Prostate 












Colon 


SEQ 


Prostate Prostate 


(PT/N) 


Colon 


Colon 


Colon T/N 


Colon 


Colon 


MT/N 


ID 


(PT/N) :(PT/N) 


Num 


T/N 


T/N 


Num 


MT/N 


MT/N 


Num 


NO 


>2x <halfx 


Ratios 


>2x 


<halfx 


Ratios 


>2x 


<halfx 


Ratios 


3296 


33.3 ' 0.0 


9.0 


• 0.0 


37.5 


8.0 









:'-'^\ ;;-_ Example 6: Antisense Regulation of Gene Expression / ^ vV, ; :^ : - ' " . • ' ; rX'. 

" ■ The expression of the differentially expressed.genes represented by the polynucleotides in the : 

■ ; cancerous cells can be further analyzed using antisense knockout technology to confirm the role and ' ; r ; ; 

V.\5 function of the gene product in tiimorigenesis, e.g., in promoting a metastatic phenotype. ' ■ ^ . 

V , ■ Methods for analysis using antisense technology are well known in the art. For example, a ' ; 

v number of different oligonucleotides complementary to the mRNA generated by the differentially 

: > ; :;. ..expressed genes identified herein can be designed as antisense oligonucleotides, and tested for their v . • : ^ 

.-; 7 ■ ability to suppress expression of the genes. Sets of antisense oligomers specific to each candidate 

: : : 10 target are designed using the sequences of the polynucleotides corresponding to a differentially ; ! 

v . • : ; expressed gene and the software program HYBsimulator Version 4 (available for Windows ^ • J 

, / ?5/Windows NT or for Power Macintosh, RNAture, Inc. .1003 Health Sciences Road, West, Irvine, CA 

. • v 92612 USA). Factors considered when designing antisense oligonucleotides include: 1) the secondary • •'. : 

.;' ; -- /; /.'•/ structure of oligonucleotides; 2) the secondary structure of the target gene; 3) the specificity with no or 

v.':.,. 15 minimum cross-hybridization to other expressed genes; 4) stability; 5) length and 6) terminal GG ; t '.• 

content. The antisense oligonucleotide is designed to so that it will hybridize to its target sequence : "- l ';y : :■ 

v under conditions of high stringency at physiological temperatures (e.g., an optimal temperature for the , . 

■ "=' ;•;.';; cells in culture to provide for hybridization in the cell, e.g., about 37°C), but with minimal formation of 

y r :> ■■■ homodimcrs. -V - - .. V v ' ^ \ <•• : • • j ■ ■/ • ". ■ ■ \- ■ 

V 20 ; ; Orice synthesized and quantitated, the oligomers are screened for efficiency of a transcript ; 

knock-out in a panel of cancer cell lines. The efficiency of the knock-out is determined by analyzing ■ 

: : > " ; - . .". mRNA levels using lightcycler quantification. The oligomers that resulted in the highest level of . - , . ■■ 

; transcript knock-out, wherein the level was at least about 50%, preferably about 80-90%, up to 95% or ; ' 

V . ; more up to undetectable message, are selected for use in a cell-based proliferation assay^ an anchorage ; 

25 independent growth assay, and an apoptosis assay. t .: : '>_\ • • 

■ : ' y: ; • : \ - For example, where the polynucleotide is identified as having a role in colon cancer, the ability .• : 

• •;• • ... of the corresponding designed antisense oligonucleotide to inhibit gene expression is tested through .. . 

' • transaction into SW620 colon colorectal carcinoma cells. For each transection mixture, a carrier -.; 

' <'■";, v I- ; molecule, preferably' a lipitoid or cholesteroid, is prepared to a working concentration of 0:5 mM in / ; 

;/;V'\- . < 30 : water, sonicated to yield- a uniform solution, and filtered through a 0.45 \im RVDF membrane. The . - ' , v V 




V /; \antisense or control oligonucleotide is then prepared to a working concentration of 100 j.iM in sterile : . . 

• Millipore water. The oligonucleotide is further diluted in OptiMEM™ (Gibco/BRL), in amicrofuge 
• -T - A .. " y : - tube, to 2 jiM, or approximately 20 jig oligo/ml of OptiMEM™. In a separate microfuge tube, lipitoid 
y; : :- ' or cholesteroid, typically in the amount of about 1.5-2 nmol lipitoid/pg antisense oligonucleotide, is 

" ; ; ; : 5 diluted into the same volume of OptiMEM™ used to dilute the oligonucleotide. The diluted antisense 

- oligonucleotide is immediately added to the diluted lipitoid and mixed by pipetting up and down. - - 

• Oligonucleotide is added to the cells to a final concentration of 30 nM. '; ; v r 

/ \ ; : : : The level of target mRNA that corresponds to a target. gene of interest in the transfected cells 

N ■ is qiiantitated in the cancer cell lines using the Roche LightCycIer™ real-time PCR machine. Values * * : ' 
. ). f 10 for the target mRNA are normalized versus an internal control (e.g. , beta-actin). For each 20 jil : ' ; 

: : £ ; reaction, extracted RNA (generally 0.2- 1 \ig total) is placedintp a sterile 0.5 or 1 .5 ml microcentrifuge 

' tube, and water added to a total volume of 12.5 jil. To each tube 7.5 ul of a buffer/enzyme mixture is 

y v| S ^~ > - ; - : added, which is prepared by mixing (in the order listed) 2.5 |il H 2 0, 2.0 jutl 10X reaction buffer, 10 yd ; / 
:::/.y--> x.i/:;; - pUgo dT (20 pmol), 1.0 \i\ dNTP mix (10 mM each), 0.5 jil RNAsin®(20u) (Ambion, Inc r , Hialeah, [■■ /h., K : : . 
\ \.V 15 FL), and 0.5 pi MMLV reverse transcriptase (50u) (Ambion, Inc.). The contents are mixed by 

. • pipetting up and down, and the reaction mixture incubated at 42°C for 1 hour. The contents of each 
, tube are centrifuged prior to amplification. 
v ; j '-/■[ V' •- An amplification mixture is prepared by mixing in the following order: 1 X PCR buffer II, 3 .:• ' . 

\ V ..mM MgCl 2 ; 140 pM each dNTP, 0. 175 pmol each oligo, 1 :50,000 dil of SYBR® Green, 0.25 mg/ml 

■.; • 20 BSA, I unit Taq polymerase, and H 2 0 to 20 (PCR buffer II is available in 10X concentration from 
' ' : .• . ' , Perkin-Elmer, Norwalk, CT). In IX concentration it contains 10 mM Tris pH 8.3 and 50 mM KCL " ' ; ; 
■ ' SYBR® Green (Molecular Probes, Eugene, OR) is a dye which fluoresces when bound to double ^ 

; -. stranded DNA. As double stranded PCR product is produced during amplification, the fluorescence . 
from SYBR® Green increases. To each 20 pi aliquot of amplification mixture, 2 jxl of template RT are 
■ : 25 added, and amplification carried out according to standard protocols. . C 
:Vvv"V" : HV: : :y : The results can be expressed as the percent decrease in expression of the corresponding gene ■ V 

v-vC-; \>? ; ^ product relative to non-transfected cells, vehicle-only transfected (mock-transfected) cells, or cells 
'{; . ; 4 .', transfected with reverse control oligonucleotides. : , 

• - ' 30 Example 7: Effect of Expression on Proliferation ' • * _ ; - • - ; . " ^v', / v- 

;-'.jV- . The effect of gene expression on the inhibition of cell proliferation can be assessed in, for : ' : 

■ example, metastatic breast cancer cell lines (MDA-MB-231 ("231")), SW620 colon colorectal 
; \ cells, or SKOV3 cells (a human ovarian carcinoma cell line). : ' ; /-'- 



; : ; / . Cells arc plated to approximately 60^80% confluency in 96-weIl dishes: Ajitiscnse or reverse .. . ; ; 

control oligonucleotide iss diluted to 2 jjM in OptiMEM™ and added to OptiMEM™ into which the • ' ; 
; i y : r . y; - delivery vehicle, Iipitoid 1 16-6 in the case of SW620 cells or 1:1 jipitoid 1 xholesteroid 1 in the case of • ; ; 
j-v_ - \ /; MDA-MB-23T cells, had been diluted. The oligo/delivery vehicle mixture is then further diluted into" 

'v 5" ' medium with serum on the cells.: The final concentration of oligonucleotide for all experiments was 
v V 300 nM, and the final ratio of oligo to delivery vehicle for all experiments iss 1.5 nmol lipitoid/jLxg v ' . ; 

J / • ' \v )v : V oligonucleotide. : : : ;:, " ' \ : '\ • • . ... ■ ■ v; - • -,. v , > .■ . • -V:./^ : " - •• '"■;>■ ' 

Antisense oligonucleotides are prepared as described above (see Example 6). Cells are 
: ; transfected overnight at 37°C and the transfection mixture replaced with fresh medium the next ' ' 

; : y : . : : 10 . morning. Transfection is carried out as described above in Example 3. >.« : V v: r : : C / : 

^ , . v ■ Those antisense oligonucleotides that inhibit proliferation represent genes that play a role in 
. .' production or maintenance of the cancerous phenotype. . ; 

, : ■ ;V: : ' ; Example 8: Effect of Gene Expression on Colony Formation ; -v v .- •': ■ 

15 . The effect of gene expression upon colony formation of, for example, SW 620 cells, SKOV3 . - 

■ )■:):-, cells, and MD-MBA-23 1 cells can be tested in a soft agar assay. Soft agar assays are conducted by •', 
P first establishing a bottom layer of 2 ml of 0.6% agar in media plated fresh within a few hours of • / 

layering on the cells. The cell layer is formed on the bottom layer by removing cells transfected as ; 
.; \. v > : described above from plates using 0.05% trypsin and washing twice in media. The cells are counted in . r 
• ' : ' ; 20. a Coulter counter, and resuspended to 10 6 per ml in media. 10 plaliquots are placed with media in 96- 
:/.;; ^ : : ■ ■ " . well plates (to check counting with WST1), or diluted further for the soft agar assay. 2000 cells are .." 
: .f plated in 800 |tj 0.4% agar in duplicate wells above 0.6% agar bottom layer. After the cell layer agar 
solidifies, 2 ml of media is dribbled on top and antisense or reverse control oligo (produced as 
. v > : described in Example.6) added without delivery vehicles. . Fresh media and oligos are added every 3-4 •'• . /v. 7 ' 

■.vV .'- : '25 ' \ days.- Colonies usually are expected to form in 10 days to 3 weeks. Fields of colonies are counted by 
.-■ : ' : ; : eye! Wst-1 metabolism values can be used to compensate for small differences in starting cell number. 

j . Larger fields can be scanned for visual record of differences. ... r - ■ ':■"„:"/. ,.■■/■ 

; Those antisense oligonucleotides that inhibited colony formation represent genes that play a . 
. : :;;v' : ? vV/'Vv • •y : ;;V^ role m'pi^uction or maintenance of the c^^pi^'phenptyjpe. . x ■ 

: V - / " Example 9: Induction of Cell Death upon Depletion of Polypeptides by Depletion of mRN A ;y: 

: '. • . ("Antisense Knockout") v ! - - - -;■ : V V ^ : : : : ■ . ■','::•' 

■ ; ■■■>:■■ : :} ; .Cl-'S y ";V : In order to assess the effect of depletion of a target message upon ceil death, SW620 cells, or ' ,; 

v , ; ; '", ; ' other Cells' derived from a cancer of interest, are transfected for proliferation assays. For cytotoxic * //•.■• ; . '. 




' effect in the presence of cisplatin (cis), the same protocol is followed but cells are left in the presence 
of Z jaM.drug: Each day, cytotoxicity was monitored by measuring the amount of LDH enzyme : ' ■ 
released in the medium due to membrane damage; The activity of LDH is measured using the 
Cytotoxicity Detection Kit from Roche Molecular Biochemicals. The data is provided as a ratio of . 
LDH released in the medium vs. the total LDH present in the well at the same time point and treatment . 
(rLDII/tLDH). ;A positive control using antisense and reverse control oligonucleotides for BCL2 (a 
known anti-apoptotic gene) is included; loss of message for BCL2 leads to an increase in cell death 
compared with treatment with the control oligonucleotide (background cytotoxicity due to . : v : 
transfection). ' . : .; - : ..- ' ■ ■ • . - V : - • ' ' ■ -; '■' : .•' " \ 
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, Example 10: Functional Analysis of Gene Products Differentially Expressed in Cancer 

• The gene products of sequences of a gene differentially expressed in cancerous cells can be '[) 
. further analyzed to confirm the role and function of the gene product in tumorigenesis, e.g., in 
. promoting or inhibiting development of a metastatic phenotype. For example, the function of gene 
15 . products corresponding to genes identified herein can be assessed by blocking function of the gene , : 
: .y .. products in the cell. For example, where the gene product is secreted or associated with a cell surface 
membrane, blocking antibodies can be generated and added to cells to examine the effect upon the cell 
phenotype in the context of, for example, the transformation of the cell to a cancerous, particularly a 
*',•>"; metastatic, phenotype. ^ : ■ [ ■ \p • : ' .• ' / X ■■ 

20 . / K v Where the gene product of the differentially expressed genes identified herein exhibits . ; 
; sequence homology to a protein of known function (e.g. , to a specific kinase or protease) and/or to a 
; protein family of known function (e.g., contains a domain or other consensus sequence present in a ; - 
protease family or in a kinase family),.' then- the role of the gene product in tumprigenesis, as well as the 
activity of the gene product, can be examined using small molecules that inhibit or enhance function of 
25 the corresponding protein or protein family. ; ' 

:•' Additional functional assays include, but are not necessarily limited to, those that analyze the ; 
: effect of expression of the corresponding gene upon cell cycle and cell migration. Methods for 
performing such assays are well to ''• ; ^ ' .• ■ 

30 Example 1 1 : Contig Assembly and Additional Gene Characterization ' \ 

. ;v Z \vU • The sequences of the polynucleotides provided in the present invention can be used to extend .. 
the sequence information of the gene to which the polynucleotides correspond (e.g., a gene, or mRNA , 
- encoded by the gene, having a sequence of the polynucleotide described herein). This expanded 
; i sequence information can in turnibe used to further characterize the corresponding gene, which in turn . 



. 7 . ' r ; ' ; " provides additional information about the nature of the gene product (e.g.; the normal function of the vV-' ; '-.- * ; v 
. v gene product). The additional information can serve to provide additional evidence of the gene • [r : ^ ; 
\- .7 product's use as a therapeutic target, and provide further guidance as to the types of agents that can ] : \'X\ X /;•'■, 

\- : / modulate its activity. , .-. .v.; X- ■ ':-■[ '-i'X .V / ;■■ v> ! .-?-\ ;;;v ;v '." 7' 

v ; ; ■ 5 " / .For example, a contig can be assembled using the sequence of a polynucleotide described / • ; ■■ 

y -v ; • •; herein. A "contig" is a contiguous sequence of nucleotides that is assembled from nucleic acid ' V - ; ; . '". 
X--'X: : ' : --- :l: ; v sequences having overlapping (e.g., shared or substantially similar) sequence information. The , . ' - : . 

■ : : sequences of publicly-available ESTs (Expressed Sequence Tags) and the sequences of various clones . X : X 

. ■ from several cDNA libraries synthesized at Chiron were used in the contig assembly. The contig is /_ ; ; ■'>•;'- 

' Xyi 10 assembled using the software prdgram Sequencher, version 4.05, according to the manufactuter's : 

{:]:;.}■ ; instructions. The resulting contig can then be used to search both the public databases as well as ] • x 

: databases internal to the applicatns tomatchthe polynucleotide contiged with homology data and/or ; . 'X ; 
. . differed - / . ; 

' . The sequence information obtained in the contig assembly described above can be used to 
, ; 15 "< obtain a consensus sequence derived from the contig using the Sequencher program. The consensus . 

■ <v 'sequence can then be usectas a query sequence in a BLASTN search of the DGTI DoubleTwist Gene ; 

Index (DoubleTwist, Inc., Oakland, CA), which contains all the EST and nori-redundant sequence in ; ; 
• • : ; ■ : public databases. Alternatively; a sequence of a polynucleotide described herein can be used directly as 

" , / a query sequence in a BLASTN search of the DGTI DoubleTwist Gene Index. ; . <u • • : 

20 ;•• 1 ' Through contig assembly and the use of homology searching software programs, the sequence . : 
; • , V : ^ provided herein can be readily extended to confirm, or confirm a predicted, gene haying the 

' • sequence of the polynucleotides described in the present invention. Further the info 

v - V : .' can be used to identify the function of the gene product of the gene corresponding to the ; 7 

polyriucleotides described herein. While not necessary to die practice of the invention, identification of / -. 
' • 25 . the function of the corresponding gene, can provide guidance in the design of therapeutics that target 

: " the gene to modulate its activity and modulate the cancerous phenbtype (e.g. v inhibit metastasis, ; 

. > proliferation, and the like). - , . . '. . . .. ■ ; ■■■:</■ : . - ; " ' a ..-:•/•.:.>; \yX ■ 

X:^-'-^.: ,./\' v " Although die foregoing invention has been described in some detail by way of illustration and : v 

: r ;; 2: '30 example for purposes of clarity of understanding, it is readily apparent to those of ordinary skill inthe v 
■ t ; : ; : : art in light of the teachings of this invention that certain changes and modifications may be made J 

v. X thereto without departing from the spirit or scope of the appended claims. Those skilled in the art will ^ 

}. X ■] ;; ;x X recognize, or be able to ascertain, using not more than routine experimentation, many equivalents to the - , . , 
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specific embodiments of the invention described Herein. Such specific embodiments arid equivalents 

are intended to be encompassed by the following claims. ; .• ; - '• ; .; \ V ■■:[ 

Deposit In formation . ! - ■ . : • : : - . 7 ..•*■ }[':■:_ • .. \ : • \-(yy-\ ; >- 

.; A deposit of the biological materials in the tables referenced below was made with the 
American Type Culture Collection, 1080 1 University Blvd., Manasas, VA 20110-2209, under the 
provisions of the Budapest Treaty, on or before the filing date of the J 
: accession number indicated is assigned after successful viability testing, and the requisite fees were : 
paid. Access to said cultures will be available during pendency of the patent application to one 
determined by the Commissioner to be entitled to such under 37 C.F.R. §1.14 arid 35 U.S. C. §122. 
All restriction on availability of said cultures to the public will be irrevocably removed, upon the 1 
granting of a patent based upon the application. Moreover, the designated deposits'; will be maintained 
for a period of thirty (30) years from the date of deposits or for five (5) years after the last request for 
the deposit; or for the enforceable life of the U.S. patent, whichever is longer. Should a culture 
become nonviable or be inadvertently destroyed, or, ih the case of plasmid-cqhtaining strains, lose its < 
plasmid, it will be replaced with a viable culture(s) of the same taxonomic description. V V ■ 7 
These deposits are provided merely as a convenience to those of skill in the art, and are not an 
admission that a deposit is required. A license may be required to make, use, or sell the deposited, - 
materials, and no such license is hereby granted. The deposit below was received by the ATCC on or 



Table 11 . Cell Lines Deposited with ATCC 



Cell Line 


Deposit Date 


ATCC Accession No. 


CMCC Accession No: 


KM12L4-A 


March 19, 1998 


CRL- 12496 


11606 :•- 


Kml2C . 


May 15, 1998 


CRL-12533 


11611 


MDA-MB- 


May 15, 1998 


CRL- 12532 


10583 


231 : '-''jy'-i 








MCF-7 


October 9, 1998 


CRL- 125 84 


10377 



In addition, pools of selected clones, as well as libraries containing specific clones, were 
assigned an U ES" number (internal reference) and deposited with the ATCC. Table 13 below provides 
the ATCC Accession Nos.; of the ES deposits, all of which were deposited on or before June 13, 2000. 
The names of the clones contained within each of these deposits, are provided in the tables numbered 22 
and greater (inserted before die claims). . , ; . V : "yy : 

^ ■ Table 12: Pools of Clones and Libraries Deposited with ATCC on or before June 1 3, 2000. 



Library' No. 


CMCC No. 


ATCC Accession No. 


Library No. 


CMCC No. 


ATCC Accession No. 


ESI 68 


5276. ; ' 


PTA-2027 


ES 189 


5304 


PTA-2052 


ESI 69 


5277 • 


PTA-2028 :. 


ES 190, 


5305 


PTA-2053 


ES170: 


5284 


PTA-2029 


ES J 91 J 


5306 


PTA-2054 


ES171 • 


5285 . • 


PTA-2030 ■ 


ES 192 


5307 


PTA-2055 ! 
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.uiorary ino. 




/\ 1 V_/ v .rV.Lt/eb5lUn 1NU. 


jLtiurary ino. 


VJVli^v^ iNO. 


A 1 LL Accession No. 


ho 1/2 


5286 


TIT a o ao 1 

F I A-2U3 L 


ho 19j> 


C O AO 

5308 


PTA-2056 • 


T?C 1 TO 

ho 1 / J 


528 / , 


P I A-2032 


ho 194 


5309 


PTA-2057 


hol74 


5288 


AT" A 1 AT O 

P 1 A-2033 


ho 195 


CO 1 A 

5310 


PTA-2058 




coon 
52o9 


r i A-2UJ4 


ho 196 


CO 1 1 

Dill 


"AT* A ^ r\ P r\ 

PTA-2059 


r?ci hc 

ho I /6 


5290 


r i A-2035 


ho 19/ 


CO 1 O 

5312 


TOT* A on / A 

PTA-2060 


ho 177 


5291 - 


AT 1 A O AO ZT 

PI A-2036 


T7C 1 1 AO 

ho 198 


c o i o 

5313 


PTA-206 1 


ho J 78 


52?2 


PI Ar-2037 


T70 1 AA 

ho 199 


C O 1 

5314 


"PITT' A <^ f\ S~ <-\ 

PTA-2062 


I - ' C 1 1 TA 

ES 1 79 


CO AO ' ' • 

5293 


TOT 1 A TAO O 

PI A-2038 


TOO OAA 

ho 200 


c o i c 

5315 


PTA-204 8 


ESI 80 


CO A 

5294. 


Pi A-2039 


T"7 C* O A 1 

ES201 


5316. 


PTA-2049 


ES181 


5295.: 


FIT" A OA /I A- 

PTA-2040 


ES 202 


5317 


PTA-2063 


ES182 


5296 


nT" A O A /I T. 

PTA-204 1 


ES 203 


5318 


PTA-2064 


holo3 




r I A-2U42 - 


etc K\A 
hi) 2U4 




AT A OAi^C ' - 

r L A-2065 


ES184 


5298 


PTA-2043 


ES205 


5320 


PTA-2066 


ES185 


5299 


PTA-2044 


ES 206 


5321 


PTA-2067 ,". : 


ES 186 


5301 


PTA-2045 


ES 207 


5322 


PTA-2068 


ES 187 


5302. 


PTA-2046 


ES208 


5253 


PTA-2050 


ES 188 


5303 


PTA-2047 


ES 209 


5324 


PTA-2051 



Table 13 (inserted before the claims) provides the names of the clones in each of the above libraries. 
• v Retrieval of Individual Clones from Deposit of Pooled Clones. Where the ATCC deposit is 
composed of a pool of cDNA clones or a library of cDNA clones, the deposit was prepared by first 
transfecting each of the clones into separate bacterial cells. The clones in the pool or library were then 
deposited as a pool of equal mixtures in the composite deposit. Particular clones can be obtained from 
the composite deposit using methods well known in the art. For example, a bacterial cell containing a 
particular clone can be identified by isolating single colonies, and identifying colonies containing the 
specific clone through standard colony hybridization techniques, using an oligonucleotide probe or 
probes designed to specifically hybridize to a sequence; of the clone insert (e.g., a probe based upon 
unmasked sequence of the encoded polynucleotide haying the indicated SEQTD NO). The probe j 
should be designed to have a T m of approximately 8 0°C (assuming 2°C for each A or T and 4°C for 
each G or C). Positive colonies can then be picked, grown in culture, and the recombinant clone • 
isolated. Alternatively, probes designed in this manner can be used to PGR to isolate a nucleic acid 
molecule from the pooled clones according to methods well known in the art, eg., by purifying the : 
cDNA from the deposited culture pool, and using the probes in PCR reactions to produce an amplified 
product having the corresponding desired polynucleotide sequence. 
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Table 2 



SEQ 
IDNO 


CLUSTER 


• ..•■'"> . 

SEQ NAME 


ORIEN 


CLONE ID 


LIBRARY 


1 


498509 . 


2102H02.gz43_275066 




M00063514B:E04 


GRRpz 


2 


644927 


2102.F08.gz43_275160 


F 


M00063493D:G07 


GRRpz 


3 [: 


621081 


2102.Gl0.gz43_275193 


F 


M00063507B:B08 


GRRpz 


4 , 


558900 


2102.F14.gz43_275256 


F 


M00063496B:F07 


GRRpz 


■' : 5 - 


464791 


2102.A16.gz43 275283 


F 


M00063157B:B09 


GRRpz 


6 


558147 


2l02.B18.gz43 ,275316 


F 


M00063457A:B12 


GRRpz 


7 


379154 


2102.124.gz43_275419 


F . 


M00063601D:C05 


GRRpz 


8 


643609 


2 103.F01.gz43 . 275432 


F 


M00063866B:H02 


GRRpz 


9 


377696 | 


2103.M06.gz43_275519 


F 


M00063943B:G12 


GRRpz 


10 


554395 


2103.K10.gz43_275581 


F 


M00063927AB08 


GRRpz 


11 


402353 


2103.B13.gz43 .275620 


F 


M00063803B.F1 1 


GRRpz 


12 


380514 ; 


2103.E17.gz43_275687 


F 


M00063864A:H10 


GRRpz 


13 , 


.147279 


2103.J21.gz43_275756 


F 


M00063923BA04 


GRRpz 


14 


884 


2128.K06.gz43l277507 


; ■ F : 


M00028627B.F1 2 


MV-522 


15 


188377 


2128.H15.gz43 277648 


F 


M00028359D:F09 


MV-522 


16 


155615 


2128 P17.gz43_277688 


F 


M00032476D:F07 


MV-522 


17 


125604 - 


2128.P18.gz43 277704 


F 


M00032477A:B02 


MV-522 . 


• 18 


432159 


2128.A24.gz43_277785 


F 


M00028061D:D10 


MV-522 . 


19 


429735 


2130.N02.gz43 277847 


F 


M00032736A:B06 


' MV-522 • 


20 


72838 


21 30.005. gz43_277896 


F 


M00032745C:F03 


- MV-522 


21 : 


436888^ 


2130N09.gz43_277959 


F 


M00032738D:Gll 


' • MV-522 


22 


427571 


2130.H13.gz43_278017 


■ F - 


M00032685B.C10 


MV-522 ■ 


23 ■ 


38494 


2130H16.gz43_278065 


F ' 


M00032686C:D10 


MV-522 • 


■ 24, 


78607 


2130.H18.gz43 278097 


F 


M00032686D:G09 


: MV-522 


25 


90192 


2130.J18gz43_278099 


F 


M00032703D-.E10 


; ' MV-522 


26 


44615 


2130.120.gz43_278130 


F 


M00032695BA01 


MV-522 


27 


376753 


2130M21.gz43_278150 


F 


M00032732A:A03 


MV-522 


28 


6342 


■: 2152.H10.gz43 278370 


F 


M00039109AH09 


UCP-3 


29 


387530 


2152.D12.gz43_278398 


F 


M00039069D:E12 


UCP-3 


30 


36453 


2 152.B14.gz43 278428 


F 


M00039052B H03 


UCP-3 


31 


376044 


2152.A18.gz43_278491 


F 


M00039047CA05 


UCP-3 


32 


375415 


2152.J18.gz43 278500 


F 


M00039121C:C06 


ucp-3 r 


33 


.375706 


2 153.F03.gz43_ 278756 


F 


M00039222GG06 


UCP-3 


34 


379046 


2153.J06.gz43_278808 


F 


M00039244C:F10 


UCP-3 


35 


390017 


2153.108.gz43_278839 


F 


M00039240A:H08 


UCP-3 


36 


377596 


2i53.O08.gz43_278845. 


F 


M00039274C;D12 


UCP-3 


37 


376384 


2153.11 l.gz43_278887 


F 


M00039241A:H11 


UCP-3 


38 v 


• : 372952 


2153.K14,gz43_278937 


F 


M00039251A:G12 


1 UCP-3 


39 


377696 


2154.M04.gz43_279163 


F 


M00039404B:G11 


UCP-3 


40 


60037 


2154.G05,gz43_279173 


F 


M00039330B:H09 


UCP-3 


41 


390968 


2 154.1 18.gz43 279383 


. F 


M00039346C.G08 


UCP-3 


. 42 


376044 


2154.G21.gz43_279429 


F 


M00039336A:C07 


UCP-3 
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SEQ 
ID NO 


I- ' ' 

CLUSTER 


v. .- '■.;-...>'-;v ; ::-.' •; - '■■ 
SEQ NAME - 


ORIEN 
T 


■[■: ■-'["]':'■''. :. 

CLONE ID 


LIBRARY 


43 


60037 


2I55.J03.gz43 .279528 


F 


M00039632A:C0I 


UCP-3 


44 


376839 


2155.N05.gz43_279564 


F 


M00039664B:H10 


UCP-3 


• 45 : 


373680 


•2155Pll.gz43_279662 


•■' F 


M00039674B:GI1 


UCP-3 


46 


373973 


2155.C12.gz43_279665 


F 


M00039457A.D07 


UCP-3 


47 


379805 


2155.N15.gz43 279724 


. F 


M00039665C.B01 


UCP-3 


48 


376439 


2155F16.gz43_279732 


F ;• 


M00039479A.A10 


UCP-3 


49 


. 376994 ' 


2l55.116.gz43 279735 


F 


M00039619C.B01 


UCP-3 


50 


378420 


2155.B21.gz43_279808 


F 


M00039451BF01 


UCP-3 


51 


375510 . 


2155.F21.gz43_279812: 


• -F". 


M00039479D:C06 


UCP-3 


52 


24210 


2155.P22.gz43 279838 




M00039675C.C05 


UCP-3 


53 . 


397167 


2164.J03.gz43_279912 


¥ 


M00039778D:D05 


UCP-3 


54 


380025 


2164.110.gz43_280023 


F 


M0Q039774A:EH 


UCP-3 


' 55 


216179 


2164.P10 gz43_280030 


F 


: M00039823D:D09 


UCP-3 


56 


379046 


2164.B15.gz43 280096 


F 


M00039681B:F05 


UCP-3 


57 


379279 


■ ' 2 164 . A24.gz43_280239 


F 


M00039679C.A02 


UCP-3 


58 


. 376074 


2164.024.gz43_28()253 


F 


M00039820D:F08 


UCP-3 


59 


373905 


2165.H01.gz43_280262 


F 


M00039883D-G06 


V ; UCP-3 


60 


1300 


2165.K01.gz43 280265 


F 


M00039905B:F09 


UCP-3 


61 


393635. 


2165.H06.gz43 280342. 


F 


M00039885B.A10 


UCP-3 


62 


396969 


2 165. P07.gz43 280366 


F 


M00039978D:C04 


UCP-3 


63 


398061 


2165.F09.gz43 280388 


F 


M0d039871C:C01 


UCP-3 


64 


376808 


2165.110.gz43_ 280407 


: F 


M0b039893A:Gl2 


UCP-3 


65 


6342 ^ 


2166.A06.gz43 281279 


F 


M00039986B:A11 


UCP-3 


66 


233814 


2166.K07.gz43_281305 


F 


M00040076B:D01 


UCP-3 


67 


-24210 


2166.N07.gz43_281308 


F. 


M00040096D:C03 


UCP-3 


68 


24210 


2166.All.gz43_281359 


F 


M00039988B:C08 1 


UCP-3 


69 


377696 


2166.Jl.l.gz43_281368 


;.-:''F. . 


M00040070C:D1 1 


UCP-3 


70 


398831 


2166.A23.gz43_281551 


F 


M00040001A:H02 


UCP-3 


71 


185432 


2166.P24.gz43_281582 


F 


M000401I3C:H09 


UCP-3 


72 


505275 


2 104.D01.gz43 297323 


F 


M00064082C:D11 


GRRpz 


73 


11379 


2104.N01.gz43 297333 


F 


M00064194B:A02 


GRRpz 


74 


446397 


2104.N03.gz43 297365 


F 


M00064195C:B02 


GRRpz 1 


75 


418763 


2 104.P04.gz43. 297383 


F 


M00064220B-.E01 


GRRpz 


76 


469367 


2104.N05.gz43_297397 


F 


M00064196D.CIO 


GRRpz 


77 


639578 


2104.C08.gz43 297434 


F 


M00064077B:I102 


GRRpz 


78 


376559 


2104.E08.gz43_297436 


F 


M00064101B:E12 


GRRpz 


79 


- 649035 


2104.DU.gz43_297483 


F 


M00064085B:A12 


GRRpz 


80 


647586 


2104.HU.gz43_297487 


F 


M00064131B.A09 


GRRpz 


81 


646187 


2104.F12.gz43j297501 


F 


M00064112A:G03 


GRRpz 


82 


727888 


2104.N13.gz43_297525 


F 


M00064201A:C08 


GRRpz 


83 


558382 


2l04.E17.gz43 297580 


F 


M00064I04B:A0l 


GRRpz 


84 


' 52644 


2104Cl9.gz43_2976l0 


F 


lJ400064081A:D04 


GRRpz 



74 



Table! 



SEQ 
ID NO 


CI T KTPR 




■ .,.T: ; • 




• ' T TDD A TVA^ 

LIBRARY 


o c 
85 


454622 


2 1 04.12 0.gz43_2 97632 


F 


11 ffAAA / ^ 1 A r Tn y'l 

M00064 1 47B.G08 


GRRpz 


6/" 

86 


554032 


2104.A21.gz43_297640 


F 


M00064064D:D11 


GRRpz 


87 


463217 


.21 04.E23.gz43_297676 


F 


M00064107C:E03 


GRRpz 


88 


189073 


1521 .H06.gz43_303496 


F 


M00027103D:B05 


MCF-7 


89 


188309 


. 1521 J06.gz43_303498 


F 


M00027219B:G12 


MCF-7 


v- 90 


I 87525 


I521.NI0.gz43_303566 


F 


MQ0Q27514C:F0l 


MCF-7 ' 


91 


215366 


1 j a 1 Alii /i n 1 rfvn 

152l.N12.gz43__303598 


F 


M00027517C:F08 


MCF-7 


92 


186594 


152 1 H13.gz43_303608 


:'; F 


M00027123D:F02 


MCF-7 


93 


218904 


1521.O13.gz43_303615 


; ' F - 


M00027586B.B03 


MCF-7 


94 


189993 


152 1 C 14gz43_3036 19 


F 


M00023406A:G03 


MCF-7 


95 ... 


222818 . 


152l.Hl4.gz43_303624 


F 


M00027126C:H05 


MCF-7 


96 


,185056 


1521 01 6gz43_303663 


• . F 


M00027587C:F02 


MCF-7 


97 


1 86404 


1521.P20.gz43-_303728 


F 


M00027694G:C11 


MCF-7 


98 ' 


649744 


21 16.106 .gz43_3 06217 


F 


M00063580A:A07 


WOca 


.. 99 


535955 


21 16.P08.gz43_306256 


F 


M00063994B:D10 


WOca 


100 


375328 


2 1 16. J09.gz43_306266 


F 


M00063592B:E09 


WOca 


101 


449206 


21 16.A13.gz43 306321 


; F . 


M00063165C:F10 


WOca 


102 


89082 


21l6.E15.gz43_306357 


• . F 


M00063552B:B06 


WOca 


103 


730600 


2 1 16.D21 .gz43_306452 


F 


M00063546B:F0 1 


WOca 


104 . 


372621 


2 116. 022.gz43JS064 79 


F 


M00063988A:C02 


WOca 


105 


416886 


21 17. M03.gz43 306557 


F 


M00064394A:G02 


WOca 


106 


372621 


2117.D05.gz43_306580 


F 


M00064307C:E12 


WOca 


107 


644919 


21 18.N03.gz43_306942 


F 


M00064601C:H06 


WOca 


108 


446397 


21 1 8. A09.gz43 307025 


F 


M00064446D:C08 


WOca 


109 


177443 


2118.M09.gz43_307037 


F 


M00064592D:F05 


WOca 


110 


730238 J 


2 1 1 8 .H24 .gz43_3 07272 


F 


M00064534D:H04 


WOca 


111 


427907 


213LA01 .gz43J307885 


F 


M00032766A:A10 


' MV-522 • 


112 


48238 . 


2131 .M02.gz43_3079 1 3 


F 


M00032886A:D04 


MV-522 - . 


113 


226324 


2131 .B04.gz43 J307934 


F 


M00032783A:H08 


MV-522 


114 


441801 


2131. E06 .gz43_307969 


F 


M00032809B:E10 


MV-522 


1 15 


62016 


2131. K 1 1 .gz43 J3 08055 


F 


M00032872B:A02 


MV-522 


116 


48238 


2131 .E12.gz43_308065 


F 


m /AAA'S A ft 1 1 A /^t 

M00032811A:G10 


.• MV-522 ' 


1 17 


34071 


2 13 1 .1 1 3 .gz43_308085 


F 


M00032857A:B02 


MV-522 


118 


221686 


2 1 3 LB 14.gz43_308094 


F 


,M00032786A:H04 


MV-522 


119 


: 440284 


. 2131J16.gz43_308134 


T~* 

F 


M00032865 A:D 11 


TV 4T\ J r^l, 

MV-522 


120 


12481 


2 1 3 1 . P 1 8 .gz43_308 1 72 


F 


M00032914B:D09 


... MV-522 


121 




Z 1 J 1 .Aly.gZ4«>_^Uo 1 1 J 


r 


lVyfOfini 9 77Q A • A 0.A 


1V1 V -JZZ ■ 


122 


26926 


213l.I19.gz43_308181 


F 


M00032858D:H11 


• MV-522 


123 


'37805 


2l3I.P19.gz43 308188 


.', F ■ 


M00032915B:D01 


MV-522 : 


> 124 


441874 


2131J21.gz43_308213 


F 


M00032859C':E04 


MV-522 


,125 


48238 


2l31.A23.gz43_308237 


F 


M00032780A:B09 


MV-522 


126 


169458 


1513.O03.gz43_300292; 


F 


M00022648C:D08 


MDA-MB-23 1 



75 



Table 2 



SF.Q 
ID NO 


CLUSTER 


■ . . T- . ;' \ -■ •• '" '■ " - 

■ • ' / ' .•' 

SF.Q NAME 


ORIEN 

■ '. . t 


CLONE ID 


•- - " „ -;; " \ '" . • 

LIBRARY 


127 


145815 


1513.F09.gz43 300379 


F 


M00022135D:D06 


MDA-MB-231 


128 


158321 


1513.H09.gz43 300381 


F 


M00022255B:F12 


MDA-MB-231 


129 


168195 


1513.L10.gz43_300401 


F ■■■ 


M00022537D:C05 


MDA-MB-231 


: 130 


101499 


1513 J13.gz43_300447 


F 


M00022445D:H12 


MDA-MB-231 


131 


142842 


1513.A14.gz43 300454 


F 


M00007960D:E09 


MDA-MB-231 


132 


153316 


1513.E14.gz43_300458 


F 


M00022072A:E12 


MDA-MB-231 


133 


142614 


1513.A15.gz43_300470 


F 


M00007963D:D03 


MDA-MB-231 


134 


99011 - 


1513.N16.gz43 300499 


F 


M00022622A:G01 


MDA-MB-231 


135 


171073 


1513.Pl8.gz43_300533 


F 


M00022710C:H03 


MDA-MB-231 


136 


120049 


. 15l3.D19.gz43_300537 


F 


M00021925A:H07 


MDA-MB-231 


137 


: 446572 ' 


1562.B01.gz43 207804 


F 


M00042546A:D03 


UC2-NormColon 


138 


464091 


1562.F01.gz43 207808 


F 


M00042552D:A11 


UC2-NormColon 


139 


408386 


1562.J01.gz43_207812 


F 


M00042560BA01 


UC2-NormColon 


140 


446829 . 


l562.L02.gz43 207830 


... F ' * 


M00042563A:F10 


UC2-NormColon 


141 


43338 


1562.P03.gz43 207850 


F 


M00042569B:G07 


yC2-NonnColon 


142 


451780 


1562F04.gz43_207856 


F 


M00042554AG02 


UC2-NormColon 


143 


456462 


1562,J04.gz43_207860 


F 


M00042560B.GI0 


UC2-NormColon 


; 144 


4695 1 1 


1562.G05.gz43 .207873 


F 


M00042555D:G10 


UC2-NormColon 


145 


455075 


1562.H05.gz43_207874 


F 


M00042557A:D09 


UC2-NormColon 


146 


447346 


1562.P05.gz43_207882 


F 


M00042569C:B05 


UC2-NormColon 


147 


147196 


1562M06.gz43_207895 


F 


M00042564D.F10 


UC2-NormColon 


148 


467262 


1562F08.gz43_207920 


F 


M00042554C:E02 


UC2-NormColon 


149 


459536 


1562.1.09 gz43_207942 


F 


M00042563C:D08 


UC2-NormColon 


150 


460190 


1562.P09.gz.43 207946 


F 


M00042569D:D02 


UC2-NormColon 


151 


447597 


1562.F10.gz43_207952 


F 


M00042554C:F09 


UC2-NormColon 


152 


451737 


1562G10.gz43_207953 


F 


M00042556A:G12 


UC2-NormColon 


153 


446614 


1562.L10.gz43 .207958 


F 


M00042563C:E02 


UC2-NormColon 


154 


432159 


1562.Ml0.gz43 207959 


F 


M00Q42565A:G05 


UG2-NormColon 


155 


459523 


1562Lll.gz43_207974 


F 


M00042563D:D02 


UC2-NormColon 


156 


460516 


1562.Pll.gz43 207978 


F 


M00042570AE08 


UC2-NormColon 


157 


446674 


1562.D12.gz43 207982 


F 


M00042550A.D12 


UC2-NormGolon 


158 


465594 


1562F12.gz43_207984 


; F 


M00042554D.C08 


UC2-NormGolon 


159 


466719 


: 1562.Gl2.gz43_207985 


F 


M00042556B:D12 


UC2-NormColon 


160 


463487 


1562.M12.gz43_207991 


F 


M00042565A:H03 


UC2-NormColon 


161 


' 446389 . 


1562.B13.gz43_207996 


• F 


M00()42546D:E06 


UC2-NormColpn 


162 


462149 


1562.C14.gz43_208013 


F 


M00042548B:G01 


UC2-NormColon 


163 


447174 


1562.G14.gz43 208017 


F 


M00042556B:E10 


UC2-NormCoion 


164 


457405 


J 1562.K14.gz43_208021 


F 


M00042562C:A07 


UC2-NormCoion 


165 


460766 


1562.01 5. gz43_208041 


F 


M00042568C:E08 . 


UC2-NormGolon 


166 


446703 


1562.N16.gz43_208056 


F 


M00042567C:E02 


UC2-NormColon 


: ; 167 


446981 


1562.D18.gz43 208078 


F 


:M00042550C:H10 


UG2-NormColon 


168 


387077 


1562.H18.gz43_208082 


F 


.M00042558A.D03 


UC2-NormCblon 
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llJ rNVJ 


LLUMbK. 


CEf \ M A A/I'D ' 

oby jN AMb ■-■ 


' •• : -} x ■ 

. .1 


LLUNb ID 


LIBRARY 


169 


460972 


r 1562 .N 18 :gz43_208088 


■ F 


M00042567C.E07 


UC2-NormColon 


170 


.417078 


1562.P18.gz43_208090 


:'--'F :: - 


M00042570B:F11 


UC2-NormCqlon 


171 


461559 


1562.L19.gz43_208102 


F 


M00042564A:F01 


UC2-NormColon 


172 


464905 


1 562.F20.gz43_2081 12 


F 


M00042555B:B07 


UC2-NormColon 


•173 .- 


468330 


:■ 1562.H20.gz43_208 1 14 


• • F 


M00042558A:F11 ; 


UC2-NormColon 


174 


446620 


1 562. J21.gz43 208132 


F 


M00042561B:E12 


UC2-NormColon 


175 


457842 


1562.P21.gz43_208138 


F 


M00042570C:B12 


UG2-NormColon 


176 


.446531 


I562.B22.gz43_208140 ■ 


• F : . 


M00042547B:D11 


UC2-NormColon 


177 


446621 v 


1 562 J24.gz43 208180 


F 


M0004256IC:E12 


UC2-NormColon 


178 


380127 


1562.N24.gz43_208 184 


F 


M00042567D:E12 


UC2-NormColon 


179 


464275 


1 563 DO 1 :gz43_208 190 


E 


M00042575D:A1 1 


UC2-NormColon. 


180 


456920 


1 563 ;C04.gz43_208237 


F 


M00042574C:A04 


UC2rNormColon 


181' 


466971 


1563.B05.gz43j208252 


F 


M00042573A:D05 


UC2-NormColon 


182 


142559 


1563 J05.gz43_208260 


F 


M00()42698A:A01 


UC2-NormColon 


183 


457890 


1563.G08.gz43_208305 


F 


M00042691D.B03 ■ 


UC2-NormColon 


184 


453605 


1563.K08.gz43_208309 


■ F 


M00042699C:H06 


UC2-NormColon 


185 


465339 


. 1563 N08.gz43_208312 


F 


M00042705A:B07 


UC2-NormCoIon 


186 


461734 


1563. 109 .gz43_208323 


F 


M00042695C:F05 


UC2-NormColon 


.187 


459961 


1563.D12.gz43_208366 


E 


M00042576B:D11 


UC2-NormColon 


188 


463951 


1563.F13.gz43_208384 


F 


M00042580C.A03 


UC2-NormCoIon 


189 


468783' 


1563.A14.gz43_208395 


F 


M00042571C:F03 


UC2-NormColon 


190 


447597 


:■ 1563.E14.gz43_208399 


F 


M00042578A:E08 


UC2-NormColon 


191 


463368 


T563.I14.gz43_208403 


F 


M00042695D:H01 


UC2-NormColon 


192 


451383 


1563.C15.gz43_208413 


F 


M00042575A:E02 


UC2-NormCoion 


193 


467293 


1563.G16.gz43_208433 


F 


M00042692A:E11 


UC2~NormColon 


194 


446922 • 


1563.O16.gz43_208441 


F 


M00042707C:A09 


UC2-NormColon 


195 


446213 


: 1563.pi7.gz43_208446 


F 


M00042576D:A08 


UC2-NormColon 


196 


'460244 


1 563 FI9 .gz43_J208480. 


: :: F 


M00042691A:D08 


UC2-NormColon 


197 


460789 


1563.A20.gz43_208491 


F 


M00042572B:E05 


UC2'NormColon 


198 


45B82. 


1563 C20.gz43_208493 


F 


M00042575B:F02 


UC2-NormColon 


199 


468109 


1563.K20.gz43j>08501 


: - ' F . 


M00042700C.F1 1 


UC2-NormColon 


200 


447326 


1563.L20.gz43_208502 


F 


M00042702B:B07 


UC2-NormColon 


201 


463896 


1563.B21.gz43_208508 


F 


M00042573D:A10 


UC2-NormColon 


202 


446839 


1563.D21.gz43_208510 


F 


M00042576D.F01 


UC2-NormColon 


203. 


446933 - 


1563.E22.gz43 208527 


' F . 


M00042579A:B05 


UC2-NormColon 


204 


447826 


1563.L22.gz43_208534 


F 


M00042702B;G07 


UC2-NormCoIon 


205 


A A A f\C\ 

446409 


156i:lj23.gz4i_zl)a54U . 


■ r 


IV1UUU4ZJ / i +/\.FUJ) 




206 


453908 


1573.N01.gz43_208584 


F 


M00042895C:C10 


UC2-NormColon 


•207 


447421 : 


1573.D02,gz43_208590 


F . 


M00042747D:C08 


UC2-NormColon 


208 


447141 


• 1573 P02.gz43_208602 


F 


M00042898A:H05 


UC2-NormColon 


'209 


447645 


1573 E04.gz43_208623 


F : 


M00042750D:E07 


UC2-NormCoIon 


210 


.401426 


1573.K06.gz43_208661 




M00042890D.G05 


UC2-NormColon 



Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 

t 


CLONE ID 


LIBRARY 


211 


466894 


1573.B07.gz43_208668 


F 


M00042744A:D11 


UC2-NormColon 


212 


447161 


1573.J08 gz43_208692 


F 


M00042889D:A01 


UC2 -NormColon 


213 


633946 


1573.M08.gz43 208695 


F 


M00042894B:E05 


UC2-NormColon 


214 


' 557974 


1573.L09.gz43_208710 


F 


:'• M00042892C:E03 


UC2-NormColon 


215 


466920 


1573.D10.gz43 208718 


F 


M00042748D.D08 


UC2-NormColon 


216 


642146 


!573.F10.gz43_ 208720 


F 


M00042882C;F06 


UC2-NormCoIon 


217 


464205 


1573 J10.gz43_208724 


F 


M00042889D:A12 


UC2-NofmColon 


218 


641890 


! l573:L10.gz43 .208726 


--' • F 


M00042892D.C04 


UC2-NormColon 


' 219 


650195 


1573.H1 1. gz43 208738 


F 


M00042886C;F01 


UC2 -NormColon 


220 


"467293 


1573.F'l2.gz43_208752 


F 


M00042882C:G07 


UC2-NormColon 


221 : 


■650756 


1573.N12.gz43_2Q8760 


F : : 


M00042896A:D04 


UC2 -NormColon 


; 222 


•452611 


1573.N 1 3. gz43 208776 


F 


M00042896A-.E03 


UC2-NormColon 


223 


650944 


1573.N14.gz43_208792 


F 


M00042896A:F09 


UC2-NormColon 


224 


639372 


1573.E15.gz43_208799 


F 


M00042881C:C11 


UC2-NormColon 


225 


645690 


1573.F15.gz43_208800 


F 


M00042882D:C04 


UC2-NormColon 


226 


645470 


1573.H16.gz43_208818 


F 


M00042886D:E10 


UC2-NormColon 


: 227 


651029 


1573.M17.gz43_208839 


: f ; 


M00042894D.G05 


UC2-NormCoIon 


228 


639849 


1 l573.F18.gz43 208848 


F -■' , 


M00042883A:F06 


UC2-NormColon 


■229 


486238 


l573.K19.gz43_208869 


: F ' 


M00042891C.H01 


UC2-NormColon 


230 


463060 


15.73.G2 1 .gz43 208897 


F 


M00042885A:G09 


UC2-NormColon 


231 


469150 


1573.C22.gz.43 L 208909 


F 


M00042747A:G12 


UC2-NormColon 


232 


472101 


1574.00 1.gz43 208969 


F 


M00054797D:F01 


UC2-NormColon 


• 2337 


641875 


1574.P02.gz43_208986 


F 


M00054799C:G11 


UC2-NormCoIo'n 


234' - 


465104 


1574.A03.gz43_208987 


F 


M00042900B:B10 


UC2-NormColon 


; 235, 


: , 470641 


1574.C03.gz43 .208989 


F 


M00042904A:H10 


UC2-NormColon 


236 


451.624 


1574.D04.gz43_209006 


F 


M00042906C:A10 


UC2-NormColon 


237 


639391 


1574.N04.gz43_209016 


y- F 


M00054796B.A01 


UC2-NormColon 


' 238 


470462 


' 1574.B05.gz43_209020 


: <f . 


M00042902B:H01 


UC2-NormColon 


. 239 


482043 


1574.J05.gz43 209028 


F 


M00042915A-.E06 


UC2-NormCoIon 


240 


641525 


1574.N05.gz43 209032 


F . 


M00054796B.C08 


UC2-NormColon 


241 


642691 


l574.E06.gz43 209039 


F 


M00042908A:B01 


UC2-NormColon 


242' 


466697 


1574.G06.gz43 ,209041 


F 


M00042910DA02 


UC2-NormColon 


. 243- 


649965 


1574.I106.gz43 209042 


F 


M00042912A:C01 


. UC2-NortnColon 


■ 244 


651051 


i 1574. J06.gz43 209044 


F 


M00042915A:G10 


UC2 -NormColon 


t 245 


450506 


1574.M06.gz43_209047 


F 


M00054794C:GU 


UC2-NormColon 


246 


.453572 


1574.O06.gz43_209049 


" F 


M00054798BA0I 


UC2 -NormColon 


: 247 


447660 


: 1574.B07.gz43_209052 


;-; F 


M00042902C:E11 


UC2rNormColon 


248 


447147 


1574.C07.gz43_209053 


F 


M00042905A:A07 


UC2-NormColon 


: 249 


647639 


1574.F07.gz43_209056 


F 


M00042909B.C04 


UC2-NormColon 


, 250 


649965 


• 1574.G08.gz43_209073 


F 


M00042910D:EI1 


UC2-NormColon 


; 251 


639371 


1574.109.gz43_209091 


F 


M00042914A:B05 


UC2-NormColon 


. 252 


474298 


. 1574.M09.gz43 209095 


v.:F : 


M00054794D:D02 


UC2-NormColon 



Table 2 



SEQ 
ID NO 


■ ■ , '" .' ' - 
CLUSTER 


SEQ NAME 


ORIEN 

' : T 


CLONE ID 


LIBRARY 


.253 


646568 


1574.MI0.gz43. 2091 It 


F 


M00054794D:D08 


UC2-NormColon 


254 


639787 


( 1574.P10.gz43_209114 


F 


M00054800B:C06 


UC2-NormColon 


•255 


447750 


1574.All.gz43_2Q9115 


F 


M00042901A:F12 


UC2-NormColpn 


256 


649810 


1574.Gll.gz43_209121 


F 


M00042911A:A02 


UC2-NormColon 


'257 


645924 


1574.Hll.gz43_209122 


' F : 


M00042912B:FI1 


UC2-NormColon 


258 


413767 


1574.Lll.gz43 209126 ; 


F ■ 


M00054793C:D1 1 


UC2-NormColon 


259 


641069 


1574.E12.gz43 .209135 


F 


M00042908B:A11 


UC2-NormColon 


260 


649900" 


1574.G12.gz43_209137 


F • 


M000429llA:B02 


UC2-NormColon 


261 


(560868 


1574.J12.gz43 209140 


F 


M00042915C.E05 


UC2-NormColpn 


262 


513262 


1574 P12.gz43_209 146 


F 


M00054800B:C11 


UC2-NormCol'on 


263 


' 640306 


1574.L13.gz43_209158 


"■• F . 


M00054793D:Hli 


UC2-NormColon 


264.. 


389591 


1574.A14.gz43_209163 


:;-'F' :: 


M00042901A:H11 


UC2-NormColon 


'265 


447815 


1574.C14.gz43 209165 


F 


. M00042905C.G08 


UC2-NormColon 


266 


95617 


1574D14.gz43_209166 


F ::■ 


M00042907A.B11 


UC2-NormColon 


267 


465984 


1574.I315.gz43 209180 


F 


M00042903B:C09 


UC2-NormColon 


268. 


'447692 


1574.D15.gz43_209182 


F .: 


M00042907A:F03 


UC2-NormColon 


269 


641029 


l574.G15.gz43_209185 


"■ F ' 


M0004291 1A:D04 


UC2-NormColon 


270 


650527 


1574 Ji5.gz43 209188 


.' V F 


M00042915D:Ail 


UC2-NormColoti 


271 


64I3I5 


1574.0 15gz43_209 193 


'■; p 


M00054798D:AI2 


UC2-NormColon 


272 


474298 


l574.PI5.gz43 209194 


F 


M00054800B:E08 


UC2-NormColon 


: -'273 


645954 


1574.H16.gz43 209202 


F 


M0()042912D:H08 


UC2-NormCoIon 


274. 


640181 


1574.M16.gz43_209207 


F 


M00054795A:A08 


UC2-NormColon 


275:; 


650235 


1574.F17.gz43 209216 


F 


M00042909C:F10 


UC2-NormColon 


276 


640356 


1574 H17.gz43_209218 


F ; 


M00042912D:H10 


UC2-NormColon 


277 


649744 


1574.E18.gz43 209231 


F . 


M00042908C:A03 


UC2-NormColon 


278 


650564 


. 1574.F18.gz43_209232 


F 


M00042909D:B11 


UC2TNormColon 


279 


527355 


1574.G18.gz43_209233 


F 


M00042911A:H12 


UC2-NormColon 


280 


452989 


157.4.H18.gz43_209234 


F 


M00042913A:D09 


UC2-NormColon 


281 


648159 


1574.K18.gz43 209237 


F 


M00054792B:A03 


UC2-NormColon 


282 


714629 


1574.E20.gz43_209263 


• F ■ 


M00042908C:D12 


UC2-NormColon 


283 


467364 


1574.120.gz43_209267 


F 


M00042914B:H03 


UC2-NormColon 


284 . 


644789 


1574.N20.gz43_209272 


F 


M00054797C:F03 


UC2-NormColbn 


285 


646404 


1574.J21.gz43 209284 


F 


M00054791A:G04 


UC2-NormColon 


286 


639740 


1574.H22.gz43 209298 


F 


M00042913B:E10 


UC2-NormColon 


287 


649852 


1574.122.gz43_209299 


F 


M00042914D:B10 


UC2-NormColon 


288 


644376 


1574.G23.gz43 209313 


F 


M00042911B:H08 


UC2-NprmColon 


289 


639901 


1574P23.gz43_209322 


F 


M00054800D:D08 


UC2-NormColon 


290 


647086 


1574.E24.gz43_209327 


F 


M00042908D.G12 


UC2-NormColon 


291 


562247. 


1574.G24.gz43_209329 


F 


M00042911CD01 


UC2'NormColon 


292 


446974 


1574.J24.gz43_209332 


F 


M00054791B:C09 


UC2-NormColbn 


293 


513248 


1575.A01.gz43_209339 


F 


M00054800D-.F08 


UC2-NormColon 


.294 


467989 


1575.M01.gz43 209351 


F 


M00055429B.B12 


UC2-NormCoIon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 

:. t . 


CLONE ID 


LIBRARY 


295 


650184 


1575.N0 l.gz43_209352 


F 


M00055430D.F04 


UC2-NormColoh 


296 


649872 


1575.H02.gz43 209359 


F 


M00054916AA05 


UC2 -NormColon 


297 


649506 i 


.1 575 .G02.gz43_ 209361 


F 


M00054918A:D02 


UC2-NormColon 


298 


446254 


1575.M02.gz43_209367 


F 


M00055429B:E12 


UC2-NormColon 


299 


641542 


I575:002.gz43 209369 


F 


M00055432B;H02 


UC2-NormColon 


300 


649933. 


1575.103:gz43_209379 


F 


M00054920B.C04 


UC2 -NormColon 


301 


639444 


1575. M03.gz43 209383 


F 


M00055429B:G04 


UC2-NormColon 


302 . 


553100 


. 1 575. G04.gz43 209393 


F 


M00054918A:F09 


UC2-NormColon 


303 


549699 


1575.A05.gz43_209403 


F ■ ;-" 


M00054911A:C08 


UC2-NormColon 


304 . 


639256 


1575.E05.gz43 209407 


F 


M00054916A:E05 


UC2-NormColon 


305. 


644556 • 


1575.H05,gz43_2094l0 


F 


M00054919C:F06 


UC2-NormColon 


306 


500337 


1575.105:gz43_209411 


F | 


M00054920B:C12 


UC2-NormColon 


307 


643924 


1575.K05.gz43 209413 


F 


M00055427A:F01 


UC2 -NormColon 


308 


639394 


I575.E06.gz43_209423 


F 


M00054916A:F10 


UC2-NprmColon 


309 


452986 ' 


1575J06:gz43_209428 


F 


M00055426B-.B02 


UC2-NormColon 


310 


654723 


. 1575.K06.gz43_209429 


F 


M00055427A:F02 


UC2-NormColon 


311;. 


645344 


; 1575 .N07.gz43 209448 


F 


M00055431A:H05 


UC2-NormCol0n 


312 


645162 


1575.O07.gz43 209449 


F 


M00055432C:F01 


UC2-NormColon 


313 


589098 


1575:B08.gz43_209452 


F 


M00054912B:C05 


UC2-NormColon 


314 


643843 


1575.F08.gz43_209456 


F 


M00054917C:D03 


UC2-NormColon 


315 


647109 


1575 P08.gz43_209466 


' f; 


M00055434A.A03 


UC2 -NormColon 


316 


467381 


1575.D09.gz43_209470 


F 


M00054914D:G07 


UC2-NormColon 


317 


570812 


1575.N09.gz43_209480 


F 


M00055431B:A01 


IJC2-NormColon 


318 


559776 


1575 A10.gz43_209483 


v F 


M00054911A:G01 


UC2-NormColon 


319 


648532 


1575.Fl0.gz43_209488 


F 


M00054917C:F03 


UC2-NormColori 


320 : 


449861 


1575.G10.gz43 209489 


F 


M00054918B:H01 


UC2-NormColon 


321. 


643843 


.1575.1 10.gz43 209491 


F 


M00054920C:A06 


' UC2-NormColon 


322 


41141 


1575.K10.gz43_209493 


F 


M00055427B:E01 


UC2-NormCoIon 


323 • 


.648664 


l575.Ell.gz43 209503 


F 


M00054916B.E02 


UC2-NormColon 


324 


640814 


1575.Kll.gz43_209509 


: F 


M00055427B:F06 


UC2-NormColon 


325 


584071 


1575.Mll.gz43 209511 


F 


M00055429D-.G07 


UC2-NormColon 


326 


450225 


1575.C12.gz43_209517 


F 


M00054913C:G03 


UC2-NormCoIon 


.327 


452707 


1575.112.gz43_209523 


F 


M00054920C:D05 


UC2-NormColon 


.328 


243722 


1575.L12.gz43 209526 


F 


M00055428C:G06 


UC2-NormColon 


329 


641057: 


!575.B13.gz43_209532 


F 


M00054912C:C01 


UC2-NormColon 


330 


413767 


1575 Dl3.gz43_209534 


F : 


M00054915A:G03 


UC2-NormColon 


331 


504568 


1575.K13.gz43 209541 


■■ F 


M00055427C:A06 


UC2-NormColon 


332 


639992 


T575.A15.gz43_209563 


F 


M00054911B:E10 


UC2-NormColon 


333 


456923 


T575.G15.gz43_209569 


F 


M00054918D:C03 


UC2-NormColon 


■ 334 • 


649555 


1575.115:gz43_209571 


F 


M00054920C:F02 


UC2-NormColon 


335 . 


649746 


T575.J15.gz43_209572 


, F 


M00055426C.C10 


UC2-NormColon 


336 


644692 


1575.F16.gz43 209584 


F 


M00054917D:A12 


UC2-NormColon 



Table 2 



SEQ 
IDNO 


CLUSTER 


SEQ NAME ' • 


ORIEN 

T ■■; 


CLONE ID 


LIBRARY 


'337 


.452204 


T575.Gl6.gz43_209585 


F 


M000549I8D:CII 


UC2-NormCoIon 


338 


61616 


1575.H16.gz43_209586 


F 


M00054920A.A05 


UC2-NormColon 


339 


495143 ' 


l575.M16.gz43 209591 


F 


M00055430B:E08 


UC2-NormColon 


340 . 


644371 


1575 O16.gz43_209593 


F 


M00055433A:B07 


UC2-NormColon 


341 


630269 


1575.K17.gz43_209605 


F 


M00055427C:E12 


UC2-NormColon 


■ 342 


446932 


1575.017.gz43 209609 


F 


M00055433A.B08 


UC2-NormColon 


343 


639662 


1575.F18.gz43_209616 


F 


M00054917D:D12 


UC2-NormColon 


344 


611927 


1575.L18.gz43_209622 


F 


M00055428D:G12 


UC2-NormColon 


345 


641925 


1 575.0 1 8. gz43 209625 


. F 


M00055433AC02 


UC2-NormCoIon 


346 


651020 


1575 PI8.gz43_ 209626 


■ : F ^ 


M00055434C:B11 


UC2-NormColon 


347, 


639255 


. 1 575 ,F19:gz43 -209632 


F 


M000549i7D:E05 


UC2-NormColon 


348 


468222 


1575.G19.gz43 209633 


F 


M00054918D:II09 


UC2-NormColon 


349 


468783 > 


1575.K19.gz43_209637 


F 


M00055427C.H11 


UC2-NormColon 


350 


417130 


1575.B20:gz43_209644 


F 


M00054912D:G01 


UC2-NormColon 


351 


448606 


1575.B21.gz43. 209660 


F 


M00054912DG04 


UC2-NbrmColon 


; 352 


456420 


1575.K21.gz43 209669 


F 


M00055427D:E05 


UC2-NormColon 


353 


640369 


1575P21.gz43_209674 


F 


M00055434D:B06 


UC2-NormGolon 


. 354 


473854 


L575.E22.gz43_209679 


F 


M00054917A:F07 


UC2-NormColon 


355 


564440 


1575.H22.gz43_209682 


■;■ f . 


M00054920AC11 


UC2-NormColon 


356 


639520 


: 1575.L22.gz43 209686- 


F 


M00055429A:H04 


UC2-NormColon 


357. 


649195 


1575.Q22.gz43_209689 


F 


M00055433A:E04 


UC2-NormColon 


358 


57183 


1575.P22.gz43_209690 


F 


M00055434D:E09 


UC2-NormColon 


359 


648609 


1575.E23:gz43_209695 


F 


M00054917BA05 


UC2-NormColon 


360 


648532 


I575.F23.gz43 209696 


F 


M00054917D:H02 


UC2-NormCoIon 


361 


642073 


1575.N23.gz43_209704 


F 


. M00055432B:B04 


UC2-NormColon 


362 


377855 


1575.B24.gz43_209708 


F 


M00054913AB12 


UC2-NormColon 


363 


452845 


1 575. G24.gz43 .209713 


F 


M00054919A:H04 


UC2-NormColon 


364 


638758 


1575 O24.gz43_209721 


F 


M00055433CAI1 


UC2-NormColon 


365 


639829 


- 1576.A04.gz43_209771 


."' F ■ 


M00055435B.C09 


UC2-NormColon 


366 


484145 


15 76. 105. gz.43. 209795 


F 


M00055446BA12 


UC2-NormColon 


367 


640055 


1576.AO8,gz43_209835 


F 


M00055435C:E12 


UC2-NormColon 


368 


639928 


1576.108.gz43_209843 


F 


M00055446B:D08 


UC2-NormColon 


369 


526606 


" 1576.L08.gz43 209846 


F 


M00055450B:G07 


UC2-NormColon 


370 


653616 


1576.E09.gz43 209855 


F 


M00055440D:D02 


UC2-NormColon 


371= 


. 624440 


1576M12.gz43_209911 


F 


M0005545iC:B08 


UC2-NormColon 


: 372 


560791 


I576.O12.gz43_209913 


F 


M00055453D:E12 


UC2-NoimCGlon 


373 


639287 ; 


. 1576.A13.gz43_209915 


F 


M00055435D:G11 


: UC2-NormColon 


i 374- 


' . 475184 


1576.M14.gz43_209943 


F 


M00055451C-.E10 


UC2-NormColon 


v 375 


626061 


l576.A15.gz43 209947 


F 


M00055436AE04 


UC2-NormColon 


376 


640734 


1576.E16.gz43_209967 


F 


M00055441A:G07 


UC2-NormColon 


377 


466092 


1576.B17.gz43_209980 


F 


M00055437D:B06 


UC2-NormColon 


378 


63971 1 


1576.A19.gz43_21()0M 


F 


M00055436B:B06 


UC2-NormColon 



81 



SEQ 
ID NO 


CLUSTER 


v SEQ NAME 


ORIEN 
T 


: : ; ,/V' ; ' : V' ,:■ • V, 
CLONE ID 


LIBRARY 


379 


.640522 


1576.C2Lgz43_2 10045 


■ F: 


M00055439B.B07 


UC2-NormColon 


380 


651038 


1585.101.gz43_210211 


F 


M00055465A:C05 


UC2-NormColon 


381 


466440 


1 585. B02.gz43_2 10220 


F 


M00055456C:A10 


UC2-NormColon 


382 


648123 


1585.C02.gz43_210221. 


; f 


M00055458B-B04 


UC2-NormColon 


383 ■ 


646318 


1585.K02.gz43_2 10229 


F 


M00055468AA05 


UC2-NonnColon 


•384 


598589 


1 585. E03.gz43_2 10239 


. F 


. M00055460B:G06 


UC2 -Norm Colon 


,385 


447863 


1585.F03.gz43_2 10240 


F 


M00055461A:H03 


UC2-NormColon 


386 


562236 


1 585. P05.gz43_2 10282 


• F 


M00055494C:G10 


UC2-NormColon 


387 


559369 


1 585. A06.gz43_2 10283 


: F 


M00055456A:B03 


UC2-NormColon 


388 


484126 


1585.B06.gz43_2 10284 


F 


M00055456OG04 


UC2-NormColon 


389 . 


558839 


1585.P06.gz43 210298 


• : F 


M00055494C:G11 


UC2-NormColon 


390 


555820 


1585.J07.gz43 210308 


F 


M00055467AA07 


UC2-NormColon 


391 


544461' 


1585.H09.gz43. .2 10338 


F 


M00055463D:G01 


UC2-NormCoIon 


392 


642478 


1585.A10.gz43 210347 


F ;,. 


M00055456A:F01 


UC2-NormColon 


393 


643843 


l585.Cll.gz43_2 10365 


F 


M00055458C:G02 


UC2-NormCoIon 


394 


640400 


1585.G12.gz43_210385 


■ F : ;. 


M00055462CAU 


UC2-NormCoion 


' 395 


645201 


1585.L12.gz43_210390 


F 


M00055469C:F09 


UC2-NormColon 


396 


640792 


1 585. Fl 3. gz43 210400 


' • F, • 


M00055461C:E05 j 


UC2-NorrnCoion 


397 


640913 


1585.Hl3.gz43_210402 


■ F 


M00055464B.E06 


UC2-NormColon 


398 


639607 


1585.113.gz43 .210403 


■ F 


M00055465D.F12 


UC2-NormColon 


399 


639932 


1585.B14.gz43 210412 


F : 


M00055456D:G04 


UC2-NormCqlon 


400 


, 640662 


l585.D14.gz43. 210414 


F 


M00055460A:D01 


UC2-NormCoIon 


401 


598589 


• 1585,0 14.gz43_2 104 17 


F 


M00055462C:C03 


UC2rNormCoion 


402 


556654 


l585.H14.gz43 .210418 


F 


M00055464B:E1 1 


UC2-NprmColon 


403. 


555193 


1585.014.gz43 210425 


F 


M00055493D:B07 


UC2-NormColpri 


404 


641066 


l585.El5.gz43 210431 


F 


M00055460D.B06 


UC2-NormColon 


405 


664711 


1585.H15.gz43. 2 10434 


F 


M00055464B:G03 


UC2-NormColon 


406 


549611 


1585. 115. gz43_2 10435 


•: F 


M00055466A-.C05 


UC2-NormCoion 


407 


639726 


1585.K16.gz43 .210453 


F 


M00055468C.B07 


UC2-NormColon 


408 


607422 


1585.F17.gz43 210464 


F 


M00055461D:C09 


UC2-NormCoIbn 


409 


584745 


1 585. M17.gz43 210471 


F 


M00055491A:H01 


UC2-NormColon 


410 


661194 


1585.H19:gz43 .210498 


F 


M00055464DA04 


UC2-NormColon 


411 


559549 


1585.J20.gz43 210516 


F 


M00055467DA01 


UC2-NormColon 


412 


641645 


1 585 A22.gz43_2 10539 


F 


.. M00055456B:G08 


UC2-NormColon 


413 


641467 


1 585. C22.gz43_2 10541 


• F ■ 


M00055459B.A02 


UC2-NormColon 


414 


640368 


1585.F22.gz43 210544 


F 


M00055462AA09 


UC2-NormColon 


415 


412416 


1585.G22.gz43_2 10545 


: F 


M00055462D:H12 


UC2-NormColon 


416 


650914 


1585.H22.gz43 210546 


F 


M00055464D:F08 


UC2-NormColon 


417 


3 


1585.J22.gz43_2 10548 


F 


M00055467D.C10 


UC2-NormColon 


418 


646318 


1585.N22.gz43 210552 


F 


M00055492OH07 


UC2-NormColon 


419 


237288 


1585.P22.gz43_2 10554 


F 


M00()55495C:F03 


UC2-NormCoion 


420 


650605 


i585.B23.gz43_210556 


F 


M00055457D.F09 


UG2-NormGolon 



82 



SEQ 
ID NO 


CLUSTER 


SEQ.NAME : 


ORIEN 

''•:T'." 


CLONE ID 


LIBRARY 


421 ' 


643991 


1 585. E23.gz43_2 10559 


F 


M00055461A:A06 


UC2-NormColon 


.422 


398061 


1585.G23.gz43_210561 


F 


M00055463A:A11 


UC2-NormColon 


423 


505933 


1585 J24.gz43 210580 


F 


M00055467D:G08 


UC2-NormColon 


424 


.640068 


1585.K24.gz43_21058l 


' : F ; : 


M00055469A:D08 


UC2-NormColpn 


425 


474821 


l585.N24.gz43_210584 


F 


M00055492D:B08 


UC2-NormColon 


.426 


234606 


1587.C()l.gz43_211361 


F 


M00055519A:F08 


UC2-NonmColon 


427 


597780 


1587.E01.gz43_2 11363 


F 


M00055521C:B08 


UC2-NonnColon 


428 


492483 


1587.B02.gz43_2 11376 


F 


M00055517C:II07 


UC2-NormColon 


429 


644051 


1587.C03.gz43_211393 


F 


M00055519A:H01 


UC2-NormColon 


430 


639056 


1587.E03.gz43 2 11395 


F 


M00055521C.C08 


UC2-NormColon 


431 . 


643723 


1587.L03.gz43_2 11402 


v.F".' , 


M00055529D:D05 


UC2-NormColon 


432 ■ 


639459 


1587.N03.gz43_2 11404 


?:F-:,; 


M00055532C:G08 


UC2-NormColon 


433 


639826 


1587.P03.gz43 211406 


F 


M00055535B:A11 


UC2-NormColon 


434 


552783 


1587.A04.gz43_2 11407 


F 


M00055516B.E11 


UC2-NormColon 


■ 435 


590218 


1587.D04.gz43 21 1410 


F 


M00055520B:D11 : 


UC2-NormColon 


436 


559324 


1587.E04.gz43 211411 




M00055521GD02 


UC2-NormColon 


437 


646711 


1587,L04.gz43_211418 


. F. v 


M00055529D:D11 


UC2-NormColon 


438 


639132 


1587.M04.gz43_2 11419 


F - 


M00055531B.D10 


UC2-NormCoIon 


439 


207552 


I587.N04.gz43 211420 


F 


M00055532D:AI2 


UC2-NormCoIon 


440 


116869 


1587.O04.gz43. 21 1421 


F 


M0OO55533D:GO2 


UC2-NormCoion 


441 


481220 


1587.D05.gz43 211426 


F 


M00055520B:E04 


UC2-NonnColon 


442 


645544 


1587.K05.gz43 211433 


F / 


M00055528D:B02 


UC2-NormColon 


.443 


650617 


1587.M05.gz43_211435 


: F ; ': 


M00055531B:E05 


UG2-NormColon 


444 


194095 


1587.005 .gz43 211437 


F 


M00055534A:E06 


UC2-NormColon 


445 


446984 


1587.B06.gz43_2 11440 


' F 


M00055517D:D09 


UC2-NormCoion 


446 


290226 


1587.B07.gz43. 21 1456 


F 


M00055517D:D11 


UC2-NprmColon 


447 


634409 


1587.P07.gz43_2 11470 


F 


M00055535C:A03 


UC2-NormColon 


448 


640419 


1587.G08.gz43_211477 


F 


M00055524B:B08 


UC2-NormColon 


449 


649149 


1587.L09.gz43 211498 


F 


M00055530A.C07 


UC2-NormColon 


• 450 


640072 


1587.P10.gz43_211518 


F 


M00055535C:E08 


UC2-NorinColon 


451 


641615 


1587.Jll.gz43_2 11528 


F 


M00055528A:E08 


UC2-NormColon 


452 


639213 


;"l587.M13.gz43_211563 


F 


M00055531D:E06 


UC2-NormColon 


453 


641216 


1587.N15.gz43_211596 


F 


M00055533B:B1 1 


UC2-NormColon 


454 


650161 


1587.AI6.gz43 211599 


F 


M000555I7AD09 


UC2-NormCoIon 


; 455- 


558785 


1587.B23.gz43_2U712 


F 


M000555I9A:C01 


UC2-NormColon 


456 


642631 


1588.B02.gz43 211780 


F . 


M00055538C.E04 


UC2-NormColon 


457 


639543 


1588.F02.gz43 211784 


: - F • 


M00055543D:H03 


UC2rNormColon 


458 


473701 


1588.F03.gz43_2 11800 


F 


M00055544AA07 


UC2-NormCoIon 


459 


562274 


1588.G03.gz43_211801 


F 


M00055545B:A04 


UC2-NormColon 


460 . 


643277 


1588.D05.gz43_2 11830 


F 


M00055541C.D02 


UC2-NormColon 


461 


556867 


1588 G05.gz43_2I1833 


F 


M00055545B:C01 


UC2-NormColon 


462 


646350 


. 1588:P05.gz43_211842 


F 


M00055556A.A04 


UC2-NormColon 



Table 2 • 



SEQ 
ID NO 


; > ... 
CLUSTER 


SEQ NAME 


ORIEN 

T : " 


CLONE ID 


LIBRARY 


463 


649335 : 


1588B06.gz43_2I1844 


F 


M00055538D:D12 


UC2-NormColon 


464 


646159 


1588.J06.gz43 211852 


F 


M00055548B:C03 


UC2-NormColon 


465 


649099 


1588.P06.gz43_2 11858 


■ ' : F-.-. 


M00055556A:E07 


UC2-NormColon 


466 


32812 


1588.H09.gz43_2 11898 


F 


M00055546C:F11 


UC2-NormColon 


467 


639480 


1588.J09.gz43_211900 


F 


M00055548B:G06 


UC2-NormColon 


468 


644242 


1588.N()9.gz43_2 11904 


F 


M00055553B:H04 


UC2-NormColon 


469 


644723. 


l588.Nll.gz43 211936 


F 


M00055553C:D06 


UC2-NormColon 


470" 


648748 


1588.F13.gz43 211960 


F 


' M00055544CA01 


UC2-NormColon 


471 


639099 


1588.G13.gz43_2 11961 


F 


M00055545C:D09 


UC2-NormColon 


472 


562414 


1588 F15.gz43_21 1992 


' ; F • 


. M00055544C:B07 


UC2-NormColon 


473 


641078 


1588.N15.gz4.3_2 12000 


F 


M00055553C.-H12 


UC2-NormColon 


474 


505042 


1588 G16.gz43_2 12009 


F 


M00055545D:B06 


UC2-NormColon 


475 


640747' 


1588N16:gz43_212016 


F 


M00055553D.C07 


UC2-NormColon 


476 


453606: 


1588.D17.gz43 212022 


F 


M00055542B:B11 


UC2-NonnColon 


477 


419706 


1588.A18.gz43_212035 


F 


MO0O55538A:CO5 


UC2-NormColon 


478 


557983 


1588.H21.gz43_2 12090 


F 


M00055547B.C05 


UC2-NormColon 


479 


639114 


1588.D22.gz43_212102 


F 


M00055542C.D07 


L'C2-NormColon 


480 


442531 


l588.J22.gz43 212108 


f ', 


M00055549A:B04 


UC2-NormColori 


481 


649668 


!597.N02.gz43_212I76 


F 


M00055574D:E02 


UC2-NormColon 


482 


639781 


I597.[)05.gz43 212214 


F 


M0005556IC:C07 


yC2-NormCoIon 


.483 


639056 


1597.E05.gz43 212215 


F 


M00055562D:B06 


UC2-NormColon 


484 


639698 


1597.P05.gz43_2 12226 


F 


M00055577C:G02 


UC2-NormColon 


485 


[ 46973 1 


1597B06.gz43_2 12228 


F 


M00055559A:D06 


UC2-NormColon 


486 


639593 


1597.G06.gz43_2 12233 


F 


M00055566AE02 


UC2-NormColon 


487 


557975 


1597.J06.gz43_212236 


F 


M00055569D:C02 


UC2-NormColon 


488 


640356 


1597.E08.gz43_2 12263 


F 


M00055563A:A02 


UC2-NormColon 


489 


647431 


1597.E09.gz43_2 12279 


F 


MO0O55563A:C03 


UC2-NormColon 


490 


31112 


1597.C10.gz43_212293 


F 


M00055560D:C03 


UC2-NormColon 


491 


454825 


1597.F10.gz43_2 12296 


F 


M00055565AC08 


UC2-NormColon 


, 492 


555021 


1597.B12.gz43 .212324 


F 


M00055559C:D07 


UC2-NormColon 


493 


• 650740 


1597.I12.gz43_2J2331 , 


F 


M00055569A:D01 


UC2-NormColon 


494 


659031 


1597.J12.gz43_2 12332 


F 


M()0055570B:F()7 


UC2-NormColon 


i 495 


592122 


1 597. D14.gz43 212358 


F 


M00055562B.D03 


UC2-NormColon 


496. 


45921 


: 1597.Nr4.gz43_212368 


F 


M00055575C:B04 


UC2-NormColon 


497 


556511 


1597.H15.gz43_212378 


F 


M00055568A-B04 


UC2-NormColon 


( 498 


637966 


1597.A16.gz43 212387 


F 


M00055558B:G11 


UC2-NormColon 


499 


553318 


I l597.F16.gz43 ; 212392. 


F 


M00055565A.F1 1 


UC2-NormColon 


500 


23961 


1597. Cl7.gz43_2 12405 


F 


M00055561A.F07 


UC2-NormColon 


■;. 50i 


650235 


1597.M17.gz43_212415 


F 


M00055574B:F06 


UC2-NormColon 


• .502 


596882 


1597.F18gz43_212424 


F . : 


M00055565B:F04 


UC2-NormColon 


* 503 


644928 


1597.1 18 gz43 212427 


F 


M00055569A.F06 


UC2-NormColon 


; 504" 


589483 


1597.L18.gz43_2 12430 


F 


M00055573B:D11 


UC2-NormColon 



84 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 

■ T 


CLONE ID 


LIBRARY ' 


505 


640956 


: 1597.N18.gz43 212432. 


F 


M00055575D:G04 




•506 


553602 


; 1597.L19.gz43 212446* 


• : F : 


M00055573B:EOl 


UC2-NormCoion 


507 


640851 


1597.O20.gz43 '212465 


, F 


M00055577A:G09 


UC2-NormColon 


508 


460666 


1597.A2i.gz43 212467 


F ■ 


M00055558D:C08 


UC2-NormColon 


509 


640195 


1597.D22.gz43 212486 


F 


M00055562C.F02 


UC2-NormCGlon 


510 


668852 


1597.P22.gz43 212498 


F 


M00055578C.FH 


UC2-NormColon 


511 


645913 


1597.A23.gz43 212499 


' F 


M00055558D.D07 


UC2-NormColon 


512 


446230 


1597.G23.gz43_2 12505 


'•;.*F 


M00055567A:A06 


UC2-NormColon 


513 


; 649349 


1597.N23.gz43/2l25i2.' 


F 


M00055576A:F07 


UC 2 -NormColon 


514 


645538 


1597 : C24 gz43 212517 


• F 


M00055561B:G12 


UC2-NormColon 


515 


647069 


1597.G24.gz43 212521 


F 


M00055567A:A11 


UC2-NormColon 


516. 


638869 


1597.H24.gz43 212522 


F :"■ 


M00055568C:F07 


UC2-NormColon 


517 


556 


1 597,124. gz43 212523 


F :: ■ 


M00O55569B:G10 


UC2-NormColon 


518 


648483 


1597 024 ez43 212529 


- F 


M00055577B.F05 


UC2-NormColon 


519 


447272 


1598 M01 ez43 212543 


F 


M00O55595CF12 


UC2-NormColon 

V> 1 lVlAllVVlV/11 


520 


640025 


1598.B02.gz43 212548: 


F • 


M00O55581A:CO2 


UC2-NormColon 


521 


415538 


1598.E02.gz43 212551 


F 


M00055585B:F01 


UC 2 -NormColon 


522 


478229 


1598.M02.gz43 212559 


F 


M00055595CG03 


UC2-NormColon 


523 


644572 


1598.H03.gz43 212570 


F 


M00O55589B.E08 


UC2-NormColon 


524 


648580 


1598.B04.gz43 2 12580 


F ... 


M00055581C:A01 


UC2-NormColon 


525 


470769 


1598.L04.gz43 2 12590 


- .' F 


M00055594C:B03 


UC2-NormColon 


526 


554273 


1598 M04 ez43 212591 


F 


M00055595D C04 


UC2-NormCoIon 


'527 


641262 


1598.C05.gz43 212597 


F 


M00055583A:A05 


UC2-NormColon 


528 


645707 


1598 F05 ez43 2 12600 


F ', 


M00O55586D.G07 


UC2-NormColon 


529 


463028 


1598 N05 ez43 212608 


F 


M00055597B:B04 , 


UC2-NormColon 


530 


640695 


1598.P05.gz43 212610 


F 


M00055601B:D12 


OC2-NormColon 


531 


641925 


1 598. D06.gz43 212614 


F 


M00055584A:G11 


UC2-NormCoIon 


532 


449247 


1598.E06.gz43 212615 


F 


M0OO55585CF05 


UC2-NormColon 


533 


646590 


1598.L06.gz43 212622 


F 


M00055594C:F11 


UC2-NormColon 


534 


641191 


1598.A07.gz43 212627 


?F 


"M00055579C:D04 


UC2-NormColon 


535 


- 641191 


1598.P07.gz43 212642 


F 


M00055601B:H02 


UC2-NormColon 


536 


•641838 


1598.K09.gz43 212669 


F 


M00055593A:F08 


UG2-NormColon 


537 


641440 


I598.N09.gz43 JZ 12672 


F 


M00055597D:B05 


UC2-NormColon 


538 


640826 

V/ \J v_J ^ VJ 


1598.M10.gz43 212687 


F 


M00055596A:E07 


UC2-NormColon 


539 


459521 


1598.All.gz43 212691 


F :• 


M00055579D:C11 


UC2-NormColon 


540 


140909 


1598.Gll,gz43_2 12697 


F 


M00055588B:H11 


UC2-NormColon 


541' 


641467 


■', 1598J12.gz43__212716 


F 


M00055592B.C10 


UC2-NormColon 


542 


455864 


I598.L12.gz43_212718 


F: 


M00055594D.F07 


UC2-NormCoion 


543 


641957 


1598.Ai3.gz43 212723 


F 


M00055579D:G09 


UC2-NormColon 


544 


.638941 


1598.K14.gz43_2 12749 


F 


; M00055593CD08 


UC2-NormColon 


545" 


648159 


: l : S98.'B15.gz43_212756 


F 


M00055582B:A06 


UC2-NormColon 


546 


509973 


1598.G15.gz43_212761 


F 


M00055588C.G09 


UC2rNormColon 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 

v ; T.y 


CLONE ID 


LIBRARY 


547 


641425 


1598.A17gz43_2 12787 


F 


M00055580BB08 


UC2-N ormColon 


548 


647312, 


1 598.0 17gz43_2 12801 


F 


M00055600C:C02 


UC2-NormColon 


549 


86311 


1598.C18.gz43. 212805 


F 


M00055583C.A01 . 


UC2-NormCo[dn 


550 


515931 


1 598.0 19.gz43 212833 


F 


M00055600D:B02 


UC2-NormColon 


551 


651000 


: 1598.D21.gz43_2 12854 


F 


: M00055585A:E12 


UC2-NormColon 


.552 


.553087 


1598 E21.gz43_2 12855 


F 


M00055586CA06 


UC2-NormCo!on 


"553 


646914 


1598.G21.gz43_2 12857 


F 


M00055589AB06 


UC2-NormColon 


554 


.446371 ' 


1598.K21.gz43_2 12861 


F • 


M00055594B.A01 


UC2-NormColon 


555' 


640298 


.1 598 .N23.gz43_2 12896 


F 


M00055599D:C08 


UC2-NormColon 


556 


201904 , 


1599.A01.gz43 .212923 


F 


M00055602B:B10. 


UC2-NormColon 


557 


641338 ; 


1599.B0i.gz43 J! 12924 


: F 


M00055603D:A09 


UC2-NormColon 


558 


640221 


; 1599X0 l.gz43_2 12934 


. F 


. M00055619C:F07 


UC2-NormColon 


559 


454527 


1599.F02.gz43 212944 


F 


M00055610B-E04 


UC2-NormColon 


560; 


640868 


1599.I08.gz43 2 13043 


F 


M00055615C:E01 ' 


UC2-NormColon 


561 


641069 


!599.N09.gz43_213064 


F 


M00055623D:G05 


UC2-NormColon 


562 


559380 


1599B10.gz43_2 13068 


F 


M00055604D:F05 


UC2-NormColon 


563 


641680 


1599.D10.gz43 213070 


F 


M00055608C:E03 


UC2-NormColon 


| 564 


639703 


1599.11 l .gz43 .213091 


F' 


:M00055615D:C07 


UC2-NormColon 


565 


641542 


1599.C12.gz43_21.3101 


F 


M00055606D.C05 


UC2-NormColon 


566 


5201 . 


1599.Al5.gz43_213l47 


F 


M00055602D:G08 


UC2-NormCblon 


567 


607715 


1599.D15.gz43. 213 150 


F 


M00055608C:GU 


UC2-NormCoIon 


568 


640416 


1599.L17.gz43 213190 


F 


M00055620D.D05 


UC2-NormColon 


569 


554833 


1599.B19.gz43_213212 


F 


M00055606A:B11 


UC2-NormColon 


570 


639480 . 


1599.K19.gz43_2 13221 


F 


' M00055619B:H04 


UC2-NormColon 


571 


607138 


1599 P21.gz43_2 13258 


F 


M00055628B.-B07 


UC2-NormColon 


572 


561626 


1599.L23.gz43. 2 13286 


F 


M00055621B.G03 


UC2-NormColon 


573 


548959 


1600.101. gz43_2 133 15 


F 


M00055639D:D03 


UC2-NormColon 


574 


639934; 


160().H02.gz43__2 13330 


'■■ f ; 


M00055638D:D07 


UC2-NormColon 


575 


. 640956 


I60().I03.gz43_2 13347 


F 


M00055639D.F08 


UC2-NormColon 


576 


554722 


1600.L03.gz43 .213350 


F 


M00055644A:D12 


UC2-NormColon 


577 


649717 


1600.D04.gz43_2 13358 


f 


M00055633DA02 


UC2-NormColon 


.578 


646695 


160().H04.gz43_2 13362 


F 


M00055638D:E09 


UC2-NormCblon 


.579 


639886 


1600.NO4.gz43_2 13368 


F ; 


M00055647C:D02 


UC2-NormColon 


580 ' 


451615 


1600.K05.gz43_213381 


F 


M00055643A:C01 


UC2-NormColon 


581 


: 635965 


1600.I07.gz43 213411 


■'■ F 


M00055640A:G03 


UC2-NormColon 


582 


379040 


1600.L07.gz43_213414 


F 


M00055644B:H12 


UC2-NormColon 


583 


640799 


1600.C10.gz43 213453 


F 


M00O55632DAO6 


UC2-NormColon 


584 


: 642246 


1600.Kll.gz43 213477 


F 


M00055643B:E05 


UC2-NormColon 


585 


467563 


1600.Nll.gz43_2 13480 


F 


M00055647D.B11 


UC2-NormColon 


586 


640320 


1600.01 l.gz43_213481 


F 


M00055649A:H07 


UC2-NormColon 


587 


557401 


1600.1 12gz43_2 13491 


F 


M00()55640C:E06 


UC2-NormColon 


588 


646352 


1600.M13.gz43_213511 


F 


M00055646C:B04 


UC2-NormColon 



86 



SEQ 
ID NO 


CLUSTER 


■' .^*.v : * ; v r : ••' • 
. SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


.589 


645004 


\ 1600.B15.gz43 213532 


; F ' 


M00055630B:G04 


UC2-NormColon 


590 


641702 


1600.P17.gz43 .213578 


F 


M00055651A:E06 


UC2-NormColon 


591 


562000 


1600.I19.gz43 213603 


F 


. M00055641A:C12 


UC2-NormColon 


59.2 


453441 


1600Nl9.gz43_213608 


F :. 


M00055648B:C0I 


UC2-NormColon 


593 


641210 


160Q.M20.gz43_2 13623 


F 


M00055647B:A05 


UC2-NormColon 


594 


458736 


1600P2().gz43_2I3626 


F 


M00055651B:F08 


UC 2-NormColon 


595' 


553285 


1 600.02 l.gz43 213641 




M00055650A:B05 


UC2-NormColon 


596 


455075 


1600.A22.gz43_2 13643 


F 


M00055629B.G09 


UC2-NormColon 


v 597 


166041 


1 600. D23.gz43_2 13662 


F 


M00055634C:F09 


UC2-NormColon 


598 


553516 


1600.J23.gz43 213668 


F 


M00055642D.A05 


UC2-NormColon 


• 599 


559423 ' 


1 600. B24.gz43 213676 


. F 


M00055632A:B11 


UC2-NprmColon 


600 


131348 


1600.C24.g243 2 13677 


F 


M00055633B:G02 


UC2-NormColon 


601 


650180. 


1600.E24.gz43 213679 


F. 


M00055636A:I112 . 


UC2-NormColon 


602 


' 642361' . 


l600.F24.gz43 213680 


F 


M00055637B-A01 


UC2-NormColon 


603 


561069 . 


1600.K24.gz43 213685 


F 


M00055643D:G11 


UC2-NormCoIon 


604 


550515 


1600,P24.gz43_2 13690 


F 


M00O55651C:EOl 


UC2-NormColon 


605 


559854 . 


1 693. DO l.gz43_2 13694 


F 


M00055819A:B10 


UC2-NormColon 


606 


650579 


' 1 693. JO l.gz43_2 13700 


F 


M00055827A:A12 


UC2-NormColon 


607 , 


648567 


1693.L02.gz43_213718 


F 


M00055829C:AO? 


UC2-NormCblon 


: 608 


645155 


1 693. H03.gz43_2 13730 


F 


M00055825B:C11 


UC2-NormColon 


609 


650204 i 


1693. H04.gz43._2 13746 


F 


M00055825B:E03 


UC2-NormColon 


610 


643054 


1 693 . H06 .gz43_2 13778 : 


f; 


: M00055825B:F09 


UC2-NormColpn 


611 


". 640464 


1693.I06.gz43 213779 


F 


M00055826A:G04 


UC2-NormCoIon 


612 


363172 


1693.A07.gz43 213787 


F 


M00055816DA10 


UC2-NormColon 


. 613 


-674526 


1 693 G08.gz43_2 13809 


F 


M00055823B:F02 


UC2-NormColon 


614 


481864 


1693.N08.gz43_213816 


F 


M00055832A:A08 


UC2-NormColon 


615 


492242 


1693.A09.gz43 213819 


F 


M00055816D:B11 


UC2-NormColon 


616 


638837 


. 1693.C10.gz43 213837 


F 


M00055818B:H03 


UC2-NormColon 


617 


517280 


I693.K10.gz43_2 13845 


F 


M00055828B.E10 


UC2-NonmColpn 


618 


452863 


1693 .A13.gz43_2 13883 


F 


M00055816D:E10 


UC2-NormColon 


619 


642962 


1693.1 11 3 gz43_2 13890 


F 


M00055825D:A03 


UC2-NormColon 


620 


645746 


1693.11 3. gz43 213891 


F 


M00055826B:G07 


' UC2-NormColon 


. 621 


645146 


1693.L15.gz43_213926 


F 


M00055829D:H10 


UC2-NormColon 


• 622 


644781 . 


1693.M15.gz43_213927 


F 


M0005583 1A:C06 


UC2-NormColon 


: 623 


64339?. 


1693.A17.gz43 ,213947 


:■: F 


M00055817AE05 


UC2-NormColon 


624 


645073 


1693.Ll7.gz43 213958 


F 


M00055830A:G10 


UC2-NormColon 


625 


648580 


1693 AI9.gz43_2 13979 


F 


M00055817A:1I07 


UC2-NormColon 


' 626 


650487 


1693.119.gz43_213987 


' F 


M00055826C:G06 


UC2-NormColon 


627 


455716 


1693.J19.gz43 .213988 


F 


M00055827D:A01 


UC2-NormColori 


628 


551681 


1693 .H20.gz43_2 14002 


F 


M00055825D:D11 


UC2-NormColon 


629 


.642054 


: 1693.P21.gz43 214026 


F 


M00055835CF08 


UC2-NormColon 


630 


■556286 


1693. J22.gz43_2 14036 


F 


M00055827D:C02 


UC2-NormCoIon 



SFO 
ID NO 


CI TTQTPft 
V_,L»Up 1 JZJtv 


- CpA "M A Y/fP 

l3JI/V^ lN/\lVlJCr ;.. . . 


T 


L>jLUiNJb 1U 


T TOD A l~> "VT" 

LIBRARY 


631 


449542 


1 / AO A ~. /II 1 "1 vl A, A 1 

1 693. A23.gz43_2 14043 


F 


M00055817B.C04 


UC2-NormColon 


632 


C 1 H 1 T 

517237 


1 /'AT X jfl 1' O 1 jf ACT 

1 693. M23.gz43J2 14055 


F 


n jaaat rf»"^ 1 ink yi <a a 

M00055831B:CQ4 


UC2-NormColon 


633 


647191 


1 /r\ i T A 1 i O 1 1 A AO yl 

1694 JO 1. gz43_2 14084 


F 


M00055846B:F11 


UC2-NormColon 


634 


644212 


1694.G04.gz43_214129 


F 


M00055843B:D10 


UC2-NormColon 


635 


549624 


1694P04.gz43_214138 


F 


M00055854C:C07 


UC2-NormColon 


636 


645149 


1 j'' A /f A A .C il 1 1 /f 1 1 A 

1 694. A05 .gz43_2 14 1 39 


F 


M000^5836A:B12 


UC2-NormColon 


637 


981 : 


1 y f\ A T"* A C .J 1 11 At A A 

1694. F05.gz43_2 14144 


F 


ik. * aaat rn a >~\ i~\ a r\ a 

M00055842B:A04 


"T T a^ A A T ' 1 

UC2-NormColon 


638 


647448- 


1 694.105 .gz43_2 1 4 1 47 


F 


M00055845C:A11 


UC2-NormColon 


639 


570939 


1694.P05 gz43_214154 


F 


M00055854C;E03 


UC2-NormColon 


640 


547841 


1 694 . L06 .gz43_2 1 4 166 


F 


M00055849C:G07 


UC2-NormColon 


641 


466265 


1 694. M06.gz43_2 14167 


F 


M0OO55851A:C03 


UC2-NormColorr 


642 j 


. 649842 


1 694. M07.gz43_2 14183 


F 


M00055851A.C09 


UC2 -NormColon 


643 


468222 


■ 1' A A T AO A '-it J 1 /~\ /— 

1 694.108. gz43_2 14 195 


F 


M00055845C:C12 


UC2-NormGolon 


644 


450949 


f y /-\ A T r\ <*V jil'll/IIAO 

1694X08.gz43_2 14 198 


F 


M00055849D:B04: 


• TT/^I TkT *'/1 1 

UC2-NormColon 


645 


603388 


1 s~ f\ a f\. f\C\ * A\ 1 ■ 1 1 A 1 A 1 

; 1 694. 008 gz43_2 1420 1 


F 


M00O55853C:C12 


UC2-NormCo|on 


646 


485237 


1 694 E09.gz43_2 1 4207 


F 


M00055841B:F09 


T T/^^ Tk T /I 1 

UC2-NormColon 


647 


644063 


1694.F09.gz43_2 14208 


F 


M00055842B:D04 


UC2 -NormCo Ion ■ 


648 


639341 


1 694. N09.gz43 214216 


F 


1'AAAr rnr<^ A i ^ 

M00055852A:C12 


UC2-NonnColon 


' 649 


471364 


t z~\ * t» /a/a ^i 1 i a ^ .1 n ■ 

1 694P09.gz43_2 142 1 8 


F 


M00055854C:H11 


■T T S~y 1 Ik T A 1 

UC2-NormColon 


650 


452735 


i t *~ r\ a A i /a y*i i 1 .j i i a 

1694.A10.gz43_214219 


F 


■» m r\r\f\c C Ol f Vi r\A 1 •" 

M00055836C:D01 


T TA1 TW T /I 1 


65 1 


503546 


1694.E10.gz43_2 14223 


F 


M00055841B:H03 


TT/^1 AT /I 1 

UC2-NormColon 


652 


646420 


« >^ s~\ A T1/A JI IIJ^IT 

1694.1 10.gz43_2 14227 


F 


■fc fAAAf C O A C T^/M ' 

. M00055845C:E02 


t tAi xt " /I 1^ 

UC2-NormColon 


653 


647577 


1 y" A 4 1/A /II llyflll 

1 694. 0 1 0gz43_2 1 4233 


F 


m /AAAf f Of ir< T TA1 

M0005 5 85 3 C :H03 


TT/11 XT ^1 

UC2 'NormColon 


-654 


• 504944 


1694.B 11 gz43_2 14236 


F 


M00055837D:G10 


T T/^1 Tk T /I 1. 

UC2-NormColon 


655 


522869 


1694.Dll.gz43_2 14238 


F 


M00055840B:B02 


UCz-NormColon 


656 


644548 : 


1 694 F 11 .gz43_2 14240 


F 


M00053842C:A11 


T 1 Tk r 1 

UC2-NormColon 


657 


644314 


1 694.H1 1 .gz43_2 14242 


F 


M00055844D:E12 


TfA^ Tk, T 1' 

UC2-NormColon 


658 


650492 


1694.0 11 .gz43 2 14249 


F 


M00O55853D:A07. 


t i tw t l 

UC2rNormCplon 


659 


643800 


; 1694.B12.gz43_2 14252 


F 


"fc /AAAF TftlO A A f\ ^ 

M00055838A:A03 


T T/Trt Tk T A 1 

UC2-NormColon 


660 


643843 


1694. E12.gz43_2 14255 


F 


M00055841C:A03 


T T/T li ' Tk T A 1 

UC2-NormColon 


661 


448450 


l694.Bl3.gz43_2l4268 


F 


M00055838A:B02. 


* T T/11 TkT /I 1 

UC2-NormColon 


662 


643804 


1694.C13.gz43 214269. 


F 


M00055839B:A10 


UC2-NormColon 


663 


4695 1 1 


1 694 L 1 3 gz43_2 14278 


F 


M00055849D:H09 


i TT/^»1 Tk.T- /^—l 

UCzTNormColon 


• 664 


643130 


1694. 0 13 .gz43_2 1428 1 


F 


ifAAAf conn nA yj' 

M00055853D:B04 


T T/^ 1 1 - TkT /I _ 1 

UC2-NormCoion 


665 


640171 


t y r\ a r 1 A a i 11/11A1 

I694.jl4.gz43_2l4292 


F 


M00055a46D:Crll, 


UCz-NormGolon 


666 


647522 


• 1 >4 H AT X ' A A 1 1 1 ^1f\f 

l694.MI4.gz43_2l4295 


F 


M0005585 1A:H10 


- UCz-NormCoion 


66/ 


o^lZyj • 


10V4.IN lH.gZ4j Z14ZVO 


r 


1V1UU U J J o -> Z D . vJU y 


T TP ? -lMnrm Pril rtn 


668 


404816 


1694P14.gz43_214298 


F 


• M00055855A:B11- 


UC2-NormColon 


669 


447597 


. I694.A15.gz43_2 14299 


F 


M00055837A:B08 


UC2-NomiColon 


670 


467901 ■ 


:1694.B15.gz43^214300 


F 


M00055838B:D06 


UC2-NormColon 


671 


648039 


;i694.C15.gz43^2l4301 


F 


' M00055839B:C07 


UC2-NormColon 


672 


607430 


1694.E15.gz43_2 14303 


F 


M00055841C:D05 ; ; 


UG2-NormColon 



88 



SEQ 
ID NO 


CLUSTER 


" • .. . . . 
SEQ NAME . 


OWEN 
T 


CLONE ID 


LIBRARY " 


673 


645505 


1 694 F 1 5 az43 2 14304 


F 

A 


M0005 5 842D C07 


1 ]C 7 -TST firm iC nl nn 


674 


472119 


1694 G15 ez43 214305 


F 


M00055843DH01 




675 


645197 


1694 K15 ez43 214309 


F 


M00055848rA07 


T TP 7 -Norm C nl nn 


676 


650217 

\J ~> \J Ji^ x i. ■ 


1694 015 2z43 214313 


F 


M00055853DT07 


I ir7-NormCnlnn 


677 


644210 


1694 A16 2z43 2 14315 


F 


M00055837AD09 


T TG 7 - Mn ttti P nl nn 


678 


466697 


1694 H16ez43 214322 


F 


M00055844DH09 


I IG7-Normr^nlnn 


679 


650276 


1694 116 ez43 214323 


F : 


M00055845D-G1 1 


T Jr2-Normrolon 

A-y V/ x» 1 i Ul 1 1 1 v>v7 1 v71 1 


680 


562229 : 


1694 M16 ez43 214327 


F 


M00055851B B09 


. UvZ. 1 ^( Willi VyV71V7lx 


i 68 1 


462659 ' 


1694 PI 6 <?z43 214330 


F 


M00055855AG05 


U v*» 1 ~ V/A 111V>V71v7AA 


682 


644494 


1694 B17 ez43 214332 

X Vy y . X-* 1 » . flj * T -y 4* 1 T -J X* 


F 


M00055838BH04 


UC2-NormColon 


683 


24730 


1694 D17 ez43 214334 




M00055840CD06 


UC2-NormColon 


684 


500750 

J77/ J7 


1694 El 7 t?z43 '214335 


■ p 


M00055841C Dl 1 

XYAV7V/V/— 'AJ ~ A Vv . A-/ A A 


I jr2-Normrolon 

uvjii i vyi iiiv^vyxvyxx 


685 


15001 


1694F17ez43 214336 

AV7./T\A 1 / ,gi> r J X* A ~J 


F 


M00055842DD07 


UC2-NormColon 

• V7 V_/ X- 1 V/J .lllVyWlVJlA 


686 


558981 


1 694 K 1 7 ez43 214341 


F •• 


M00055848CG07 


UC2-NormColon 

u v^. i ^ vy i in v_y w i i. x 


687 


592122 


1694 017ez43 214345 


F 


M00055854A B07 


IJC2-NotrnColon 

vy \_/x^ l ^ vxi iixvyvyxvyxx 


688 


489240 


1694 A18 ez43 214347 

A v7-7tT .^A. 1 O .fci/.^^J ^ 1 T J i / 


F 


M00055837AF02 


T ir2-NoTmrolon 

V_/ V_/ Z- I 1 \JA lllvyV7JHJlA 


680 


447007 


1604 R18 CT741 714148 


- F 
- * 


M00055838GA08 

1 VA V7 V7 V7^ w» O -7 O V> . zAvy O 


T TC 7 -Nonti Gol nn 


690 


558800 

JJ007W 


1 604 P 1 8 oV41 7 14140 


F 


M00055839BE07 


AJV^Z- 1 ~ ul lllv>k71V711 


6Q1 


644548 


1604 HI 8 cr/41 714150 


F 


M00055840C H06 


Ur2-NormCoion 

U Vyx< 1 ^1 V71 AliVxV/AVyAA 


nQ7 


641K75 


' 1 604 Gl 8 P741 714151 

1U7T.VJ lO.giTJ il7JJJ 


F 

A 


M00055844AD03 


UV/i- 1 ^ VI lllV^V71V711 




64S7R0 


1 604 A 1 0 0741 7 1 4161 


F 


MO0O55817AH08 


T lC2-Normrolon 

\_7y_/Z. 1^1 V7l lllv^VJUJlA 




641048 


1604 R10 074T 714164 


• P 

A 


MO0O55818CR08 

IV 1 WvV J ^J 0-7 O V> . AJV7 0 


VJ\_/X- X> VJl 1HV^V7HJ11 


605 


517586 


1694 C19 az43 214365 


. p • 


M00055839BH09 

. lVAVyV7V7^'^ 717.1 AVv S 


UC2-NbrmColon 

v.j v . - ^ l ^ vyi xiiv^vyivyxA 


606 


467557 


1604 Fl 0 0741 714168 

l\7^t.l ky.fLz*T-J ^1*t»7vIO 


F 


M00055842DF07 

. 1 VA V7 V/ V/—' J (.3 A-/ . 1 \7 / 


I JC2-NormCo1on 

V^V^Z. 1 ^( VJllllV^V71^Jll 


607 

\jy i 


647577 

Lit f U> t f .. . 


1604 G10 0741 714160 

j. \jy^.\j x y .fr^rT-j x- 1 ^ ~> \) y 


F 7 


M 0005 5844 A • D07 

. ;1»A V7 \7V7»y-»' 07TxV, xJ\J 1 


Ur2-NorniColon 

V_xXV 1 i 1 1 i 1 V^- Vy 1 Vy J 1 


608 

17.7(7 


• 641000 

UTJ7 77 


1694H19 0Z43 214370 


F 


M00055845AC03 


I IP2-j^InrmGnlnn 


600 

\jyy 


651 111 


1694 Jl 9 0z43 214372 


'. F 


M00055847BG12 


1 JC2 -NormCblon 

V J V..- X- I 1 V/1 III V< VIV/i* 




475071 


1604 M10 0741 214175 


F 


M00055851B G10 

i VA\7\7 \7_7 «7 AJ ^/ A XJ . \J A V/ 


I IC2-NormColon 


701 


610510 

\J-7>'»7 1 V7 


1 694 0 1 9 az43 214377 

A W 77 . V7 A 7. .KAiTJ Z< A » — ' / / 


F 


M00055854AD01 


4 UC2-NormColon 


70? 


641977 


1694 D20 ez43 214382 


F 


M00055840DB03 

ltiyvy^^u ryx/.Liy j 


UC2-NormCoIon 


703 


140648 


1694 E20 ez43 214383 


F 


M00055841CH04 


UC2-NormColon 


704 


649068 


1694 G20 ez43 214385 


F 


M00055844A:F11 


UC2-NormColori 


70S 


644708 


1 694 N20 ez43 2 14392 

A V7^7 . 1 T V7 . tt<x J l~J7i( 


F 


M00055852DB11 

iTiy Wv' jyj*<x»,x/ i a 


UC2-NormColon 


706 


643909 


1694 P20 ez43 214394 


F 


M00055855BB11 


UC2-NormCoIon 


707 


650528 


1694 E21 ez43 214399 


F 


M00055841D:C11 


UC2-NormCoIon 


708 


644569 


1694.H21.g7.43_2 14402 


F 


M00055845A:H10 


UC2-NormColon 


709 . 


646459. 


1 694. J21.gz43_2 14404 


F 


,M00055847C:A1L 


UC2-NormColon 


: 710 


608873 


1 694 L21.gz43_2 14406 


F 


M00055850C:D01 


UC2-NormColon 


711 


649611 


1694.N21.gz43_214408 


F 


M00055852D:G12 


UC2-NormColon 


712 


465576 


; 1694.P21.gz43 214410 


F 


M00055855B:D12 


UC2-NormColon 


713 ' 


.467521 


1694.C22.gz43_2 14413- 


F 


M0()055839C:B1 1 


UC2-NormColon 


714. 


646810 


1694J22.gz43_2 14420 


F 


M00055847C:C01 


UC2-NormColon 



SEQ 
ID NO 




^FO NAMF ;r 


ORIEN 
1 


' c\ riNP in - 


T TDD A DV 


715 


'H' ATI io- 

64/3 1 8 


1 694. L22 .gz43_ 2 1 4422 


IT 

r • 


M00055»50C:G05 


UC2-NormColon 


■''"IXC 


638854 


t tlC\A All ^i_/IO 11 yl /Clf 

1694. U22.gz43_2 14425 


'-' T7 

r 


M0O0 5 5 8 5 4 A : E04 


T T/1A "fc r /ri '* 

UC2-NonnColon 


tit 

717 


6449,57 


* 1 £LC\A All OI/1/IOT 

1694.A23.gz43_2 14427 


. , T7' 


A /f A AAC C O O TT"» -l" 1 AT 

M0005 5 8 3 7B : E07 


T T /0 1 T • y/^» ■ 1 

UC2-NormColon 


lip 


/£ /I C A /i O 

645948 


■»■ I'iHA/i ATI ^-/ll 01 /I /ion 

J694.C23.gz43 2 14429 


., y? 

r 


IV yf AAAC C OO A/~* .AA/T 

M0O055839L.DO6 


UC2-NormColon 


Tin 

/19 


✓f 1 fi7C f 

41975 1 


\ 1 694. 12 3,gz45__2 14435 


17' 


H yTAAAC CO A *Z~f~% -T3 1 O 

M0005 5 846 B :B 1 2 


T T/^O XT f 


00 a 

/■zy 


643594 


1 /CA/f \1TJ 0 1/1/110 

. lo94.M23.gz43_2 14439 


r 


• 1V/f AAACCQ C 1 /^.T71 O - 

M0005585 lCb 12 


UL2-NormLolon 


TO 1 ^ 
III 


603388 


1 /£A/1 "DOO 1 • ' O 1 /I /I /I O 

1 694. r23.gz43 214442 


r 


A/f AAACCOCC/O.T71 1 

M00055855C:r 1 1 


UC2-JNormColon 


OOO r 

/22 


£L A A AO C 

.644075 


1 /n/i pi/i '_/io" " 11 /i/f /(n 
1 694 .(j24 -gz43_2 1 4449 




A X A A A C C Q A A ID . 1 O 

M00055844B.L12 


UC2-NormLolon 


.723 


C A 0000 

:• 542282 


1 /:r\/i tovi -.r./iQ 01 /i /i c 1 

1 694 . 124 ,gz43_2 1 445 1 


T7 

r 


A /TAAAC C O A /TT* ./^ 1 O 

M00055846B:C12 


UL>2-NormColon 


/Z4 


4529/6 


1 C C\A TO A r*-*A Q. O 1 A A C O 

1694. JZ4.gz45_2 14452 


c 
r 


A/TAAA^ ^CynruAn 
M0005584 /Cxi09 


UC2-iNormvolon 


C 

/Z5 -■ 


/I TOO A 1 

4/2801 


i ^o'/i \/f o /i o t i /i /i c c 
lo94.M24.gz45 2 14455 


r? 

• P 


A/f AAAC CO C 1 Z^-UAC 

M0005585 1C1105 


UC2-JNormv_,olon 


/ZD 


646633 


1 £OC DAI O 1/1 Ol A 

1 69 J: r 03 .gz43_2 1 4910 




A/f AAACCQOCT3.1TAA 

M000558 /5£>.b09 


U Cz -IN ormcolon 


-TOT . 

727 


509027 


1 /C AC A f\A **-,A OOI yf A 1 1 

1 695. A04.gz43_2 1491 1 


r? * 
r 


A /TAAAC CO C C TO-TOy 1 O 

M00055855D.D 12 


UC2-NormColon 


/28 


C A£QOO 

596882 


\ /rnc toac 001 A cii a 
1 695 1*05 .gz45 2 1 495 0 


' w 
r,. 


A/t AAA< CO/CAT^. UTA/I 

M0005 5 860LI :ii04 


T O XT^«-« f y-«1 

U v^2-iN onnCoion 


TOO 

/29 


. 644442 


1 zroc A AO /v-r/l"2 11/IQ^Q 

1 695. AO / .gz45_ 2 1 4959 


. c 
r 


A/f AAACCOCCTO./^AO 

M0005joj5L>.U05 


U L.2 -IN ormuolon 


OOA 
730 


£LA Af\A1 

644047 


1 AC ITAO «^,*-,/l "2 O 1 /I A/C"/f 

1 695. r0/.gz45_2 14964 


77 
r 


A/fAAACCO/COTO-TOAA ■ 

M00055863D.JJ09 


t T/^o Ar^^*^»/^y-*iy-*« 


731 


397399 


1695 riO / .gz43_2 1 4966 


c 
r 


A/f AAACCO/I/C A AlA 

M0005 5 866A:Cj 1 0 


U C 2 -N ormCo Ion 


732 


< C S A O C VI 

. 564854 


1 /TOC ' A AO ,~- ~ 1 O O 1 /I ATC 

1 695. A08.gz43_2 14975 


' c 


a/TaAaccoc/- a .r^ir\£i- 
M00055 85 6A: L 06 


UL2-NormColon 


TOO 

733 


ZT yl /^ OTO 

646372 


I695.t>08.gz43_2 149/6 


17 

r 


A /TAAAC COCO/^.TOAA 

M0005585 /C:D09 


UC2-JNormColon 


734 


/"AC OA O 

645848 


."•* 1 AC r\ AO ,^„/l ? 0 1 /I ATO 

1695. D08.gz43_2 14978 


r 


A yf A AAC C O C 1 TD.T7A A 

M00055 86 1 B:r 04 


Tin xi^^r'j^ 


TO C ' 

735 


yl /I T AO C 

447035 


1 /T* AC "\ X AO , VI O O 1 /l AOO 

1 695. M08.gz43_2 14987 


. r 


A /TAAAC C OOOTV.TM O ■ 

M000558 /2D:L) 1 2 


UL2-NormLolon 


736 


' /" A A 1 A A 

644149 : 


1 /'Air A AA ~_ /I O O t A AA 1 

1695. A09.gz43J2 14991 




A yf A A AC COC/ A . T\ 1 O 

M00055856A:P12 


T TY^O Xf«-^A^1«« 

UC2-NormColon 


737 


- //T- A A V A T 

640147 


1695. b09 .gz43_2 1 4995 


T7 

r 


A yf AAAC C O/IIA.tl AO 

M00055862U.B02 


UL2-NormColon 


738 


f 524261 


1695. K09.gz43 215001. 


■■■ c 
r 


A/fAAACCOTl A .TTA/T 

M0005 5 8 7 1 A : H06 


UC2-NormColon 


to rv 

739 


j J r\c a/y 

, 449500 


'■'i/f\rrii . ■ /!') 1 c aot 

1695. El l.gz43_2 15027 


c 


A f A A AC C O /^O F\. T^V A/^ 

M00055862D.D06 


Tr/* , i xr ! _ l „ 

UC2-NormColon 


740 


648819 


1 f A C YjT 1 1 A O O 1 C AO O 

1695.Kll.gz43_215033^ 


r 


A /TAAAC C OO 1 TV. TO AO 

M000558 / 1 B:B03 


UL2-NoniiColon 


741 


644755 


■1-^f\C T 11 ylO Ol CAO yi 

1695X11. gz43 215034 


r 


AyfAAACCOTO A .PAO 

M00055872A:L08 


UL2-NormLolon 


742 


516512 


■ 1 / AC T* 1 1 — /I O OlCAOO 

1695.P1 l.gz43J215038 


r 


a /taaac c oicr.rAT ■ 

M000558 /5C:L07 


UC2-NormColon 


743 


0 0 ac c a 

380550 


1 / Af T l"o - _/10 Ol CACA 

1695. L12.gz43_2 15050 


T7 ' 

F 


A/fAAACCOOO A .TO AO 

M000558 /2A:D08 


TT/^1 VT^ ^..l^/^^1 j^.-. 

UL2-NormColon 


T A A 

744 


; 645538 


1695 D 1 3 .gz43_2 1 505 8 


17" 
f 


A /f AAAC C OfL 1 /O ./~lAO 

M0005 5 86 1 C . v_r05 


U C 2 -N ormColon 


T yl C ' 

745 


644047 


1 695 .F 1 3 .gz43_2 1 5060 


r 


A/TAAACCO/C/1 A .TAO 

M00055864A.L09 


UC2TNormColon 


T yl £L 

746 


y< C AOTO 

650/73 


1695. r 14.gz43_2 150 /6 


r ' 


IV/f AAAC CQ^/1 A .T7 1 1 

M0005 5 o 64A. b 1 1 


UCZ-lNorniL-oion 


T /I T 

747 


• 449936 


1^(14 "Tl/1 ^—./f O Ol CAO A 

1695. J 14.gz45_215UoO 


■•■ c 
r 


\/f AAAC CO/CO/^-Z^lA/C 

mooo j jooyiy.uuo 


u c z -in orm'wOion 


T A O 

745 


554646 


1 /CAC 1 A- r*^-,A 1 ' Ol C AQ C 

1695.U 14.gZ43_215Uoj 




A/I AAACCOOC A -f^lAC 


u z -in ormi^oion 


. /49 


64U554 


l/TAC T 1C rrT/IO 0 1CAQ9 

:. lo95Xl->.gz43-__21 JVyo 


r 




u I^-Z -in orrn v^oion 


/JU 


64941 1 


I 6Q0 N6 P74o 1\ 12 


F 


M00055869DA07 


UC2-NonnColon 


751 


643451 


: 1695.M16gz43_215115 




M00055873A-.E03 


UC2-NormColon 


752 


.644435 


1695.H17.gz43_215126 


F 


M00055866C.G09 


UC2-NormColon 


; 753 


561877 


1695.F18.gz43 215140 


F 


M00055864B:C09 


UC2-NormColon 


■754 


r i 645497: 


1695.N18.gz43_215148 


F 


M00055874A:F06 


UC2-NormGolon 


755 


644030 


■ 1695. E20.gz43_215 171 


F 


M00055863B:C07 


UC2-NormColon 


: 756 


140224 


1695.D21.gz43_215186 


F 


M00055862A:C01 


UC2-Normeolon 



ID NO 


Pi ITQTPTi 




ORIEN 
T 


V>L»\JlNli ID 


T TDD ADV 
| LlbKAKY 


757 


- 643099 


1 695 . K2 1 .gz43_2 1 5 1 93 


F 


M00055871C:C07 


UC2-NormColon 


758 


643333 


1 695 P22 gz43_2 15214 


F 


M00055875D:D01 


UC2-NormGolon 


759 


649660 


1 695 G23 gz43_2 15221 


F 


M00055865C:G11 


UC2-NormColon 


.760 


645288 


1695 .H23.gz43_215222 


F 


M00055867A:B02 


UC2-NormColon 


761 


650517 


- l695.G24.gz43 215237 


F 


M00055865C:H06 


UC2-NormColon 


762 


: 55220 1 


1 696. JO Lgz43_2 1^256 


, F v 


M00055885C:B07 


UC2-NormColon 


763 


643513 


1696. P02 .gz43_2 15278 


F 


M00055891B:F09 


UC2-NormColon 


764 


447807 


1 696. D04.gz43 215298 


F 


M00055880B:A06 


UC2-NormGolon 


765 


639256 


1 696. M04.gz43_2 15307 


F ' 


M00055888C:F07 


UC2-Normeolon 


766 


179760 


1696. G05 .gz43_2 15317 


F . 


M00055883A:C02 


UC2-NormColon 


767 


459274 


1696.G06.gz43_2 15333 


F 


M00055883A:C10 


UC2-NormColon 


768 


• 345761 


, i 696. 106.gz43 215335 


F 


M00055884D:F07 


UC2-NormColon 


769 


640356 


1696. M06.gz43J2 15339 


F 


M00055888C:G09 


UC2-NormColon 


770 


645638 


1696. A07.gz43_2 1 5343 


F 


M00055877A:H04 


UC2-NormColon 


771 \ 


464171 


1696.N1 1 .gz43_2 15420 


F 


M00055890A:A06 


UC2-NormColon 


772* 


446225 


1696.E13.gz43_215443 


F 


M00055881A:G07 


UC2-NormColon 


773 


450559 


1696.F14.gz43_2 15460 


F 


M000^5882G:A06 


UC2-NprmColon 


774 


643248 


1696.L14.gz43_215466 


F 


M00055887D:C11 


UC2-NormColon 


775 


; 549114 


1696.N14.gz43 215468 


F 


M00055890A:DO 1 


UG2-NormColon 


776 


645215 


l696.Dl5.gz43_2l5474 


F 


M0Q055880C:F07 


UC2-NormColon 


777 


555172 


1 696.1 1 5 .gz43_2 1 5479 


F 


M0005d885B:A11 


UC2-NormColon 


778 


593715 


1696.Bl6.gz43 215488 


F 


M00055878G:C02 


T T/^*^ XT' I 

UC2-NormColon 


779 


586992 


1696.116.gz43_2 15495 


F 


M00055885B.B04 


UC2-NGrmColon 


780 


451670 


1696.H17.gz43_215510 


F 


M00055884B:F10 


UC2-NormColon 


781 


552628 


1696.H18.gz43_2 15526 


F 


M00053884B:H07 


UC2-NormColon 


782 


643233 


1 696 . A2 1 .gz43_2 1 5567 


•' F : • 


M00055877D:C05 


UC2-NormColon 


783 


640400 


1696.F21.gz43_2 15572 


F 


M00055882D.B02 


UC2-NormColon 


784 


644468 


: 1696.G2Lgz43_2 15573 


F 


M00055883D:B06 


UC2-NormColon 


785 


643046 


1 696. H2 1 .gz43_2 1 5574 


F 


M00055884C:B07 


UC2-NormColon 


786 


649068 


1696.N2 1 gz43_2 15580 


F 


M00055890A:G12 


UC2-NormColon 


787 


648063 


1696.E22.gz43_215587 


F 


M00055881D:A02 


UC2-NormColon 


. 788 


570248 


1 696.M23 .gz43 21561 1 


F 


M00055889B:E12 


UC2-NormColon 


789 


643724 


1696.N23.gz43_215612 • 


F : 


M00055890A:H11 


UC2-NormColon 


•790 


649027 


1 696 . P23 .gz43_2 1 5 6 1 4 


F 


viAAAf roni A t^" r\ a 

M00055 892 A.F04 


UG2-NormColon 


791 


643366 


1696. P24.gz43_2 15630 


F 


H fAAAf roAin AA1 

M00055892B:D02 


T T/^O XT, ' " _ - 1 - — 


792 


526575 • 


1 705 E0 l.gz43_2 1 5635 


F ••• 


M00055900D:D03 


U C2-N ormLolon 




44V 15 1 






1V1UUUJ l t t/\./\uJ 




794 


"394373 


1705. B03.gz43_2 15664 


F 


M00055894B:E09 ; 


Ue2-NormCoIon 


-795 


557361 


1705.C03.gz43_2 15665 


F 


M00055896D:GI0 


(/C2-NormColon 


796 


644364 


1705.K04.gz43_215689 


" F | 


M00055908D:F09 


Ue2-NormColon 


797 


644242 


'l705.M05.gz43_215707 


F 


M00055911B:E06 


UC2-NormColon 


798 


644407. 


1 705 .N05.gz43l2 15708 


F 


M00055912D:F04 


UC2-NormColon 



Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 

: ':' : 't' ■■■ 


CLONE ID 


LIBRARY 


799 


: 643513 


1705.F06.gz43_215716 


F 


M00055902A:H1 1 


UC2-NonnColoh 


800 


639194 


1705.H06.gz43_215718 


F 


M00055905B:H01 


UC2-NormColon 


801 


454720 


1705. 106.gz43 215719 


F 


M00055906D.G03 


UC2-NormColon 


802 


643300 


1705.O09.gz43_2 15773 


F 


M00055914C:D12 


UC2-NormColon 


803 


647522 ■ 


1705.E10.gz43 215779 


F 


M00055901BA02 


UC2rNormColon 


804 


648576 


1705 .B 11. gz43_2 15792 


F 


M00055896A:G01 


UC2-NormColon 


805 


485237 


1 705. Cll.gz43_2 15793 


F 


M00055898B:E07 . 


UC2-NormColon 


806 


644108 


• 1705.01 l.gz43 215805 


F 


M00055914C:G01 


UC2-NprmColon 


807 


643914 ' 


: 1705.G12.gz43_215813 


F 


M00055904B:B01 


UC2-NormColon 


808 


641645 


1705.O12.gz43 215821 


F 


M00055914C.Gli 


UC2-NormCo]on 


.809 


- 605596 


1705H13.gz43_215830 


• F . 


M00055905D:B06 


UC2-NormColon 


810 


564134 


1705.O13.gz43 .215837 


F 


M00055914DA08 


UC2-NormColon 


811 , 


643948 


1 705. B14.gz43_2 15840 


F 


M()()055896B:C06 


UC2-NormColon 


812 


557947 


1705. Fl4.gz43_2 15844 . 


F ." 


M00055902DA07 ; 


UC2-NormColon 


813 


15001 


I705.GI5.gz43 215861 


F 


M00055904CA07 


UC2-NormColon 


. 814 


649170 


1705.P15.gz43_215870 


F . 


M00055916BG02 


UC2-NormColon 


815 


644390 


1705 D16.gz43_2 15874 


■ F 


M00055900A:F08 


UC2-NormColon 


816 


643089 


1705. K16.gz43_2 15881 


F 


M00055909B.G10 


UC2-NormColon 


817 


553587 ; 


. 1705.O16.gz43 215885 


F 


M00055914D.G06 


UC2-NormColon 


818 


550242 


1705.Hl7.gz43_2 15894 


F ' 


M00055905DH02 


UC2-NormColon 


819 


639413: 


1 705 .017 gz43 215901 


F 


M00055915AA06 


UC2-NprmColon 


820 


645844 


1705.C18.gz43_2 15905 


F 


M00055899A:B03 


UC2-NormColon 


821 


641087 


1705.E18.gz43 215907 


F 


M00055901C.C10 


UC2-NormColon 


822 


482163 


1705.F18.gz43_2 15908 


F ■ 


M00055902D:H10 


UC2-NormColon 


823 ■■■ 


643808 


1705.Gl8.gz43 .215909 


F 


M00055904DA06 


UC2-NormColon 


824 


468147 


1705.L19.gz43_215930 


F 


M00055910C:G01 


yC2-NormCoIon 


825 


446728. 


1705. D20.gz43_2 15938 . 


F 


M00055900B;E12 


UC2-NormColon 


826 


447326 


1705 .K20.gz43_2 15945 


F 


M0()()55909C:E()8 


UC2-NormColon 


827 


685001 ■ 


I705.L20.gz43_215946 


F 


M00055910C-.G04 


L'C2-NormColon 


828 


645781 


1705.K21.gz43_215961" 


F 


M00055909C:G09 


UC2-NormColon 


829 


643825 


1 705. L21.gz43_2 15962 


F 


M00055910DA03 


UC2-NormColon 


830 


; 374340 


1705.A22.gz43 .215967 


F 


M00055894A.H08 


UC2-NormColon 


831 


" 640756 


1705 :M22.gz43_2 15979 


F 


M00055912C:C08 


UC2-NormColon 


832 


400741 


1705.B23.gz43_215984 


F 


M00055896C:H10 


UC2-NormCoIon 


833 


' 644063 


1 705. F24.gz43_2 16004 


F 


M00055903B:C10 


UC2-NormColon 


834 


644354 


•1 705. G24.gz43_2 16005 


Fr 


M00055905A-F11 


UC2-NormColon 


835 


89082 


1705.K24.gz43 JZ16009 


F 


M00055909D.E01 


UC2-NormColon 


836 


643991 


1705.O24.gz43_216013 


F 


M00055915C:B09 


UC2-NormColon 


837 


459881 


1706.B01.gz43 216028 


' F . ■ 


M000559I8B:B10 


UC2-NormColon 


838 


644554 . 


1706.C01gz43_216029 


F 


M00055919DH07 


UC2-NormColon 


839 


. 557175 


1706.B03.gz43 216060 


F 


M00055918B:F10 


UC2-NormColon 


840 


641484 


1 706. F03.gz43_2 16064 


■ F 


M00055924CA09 


UC2-NormColon 



■ Table 2 ^^L-lI-^Li-H^— _J_ ■ '■ ..i ! 



SEQ 

ID JNU 


CLUSTER 


SEQ NAME . ; 


O.R1EN 


CLONE ID 


LIBRARY 


841 


651131 


1706.B05.gz43 216092 


F 


M00055918C:C04 


UC2-NormColon 


842 


644629 


1706.J05.gz43_216100 


F 


M00055930A:G04 


UC2-NormColon 


843 


419009 


' 1706.E06gz43_216111 


F 


M00055922D:G10 


UC2-NormColon 


844 


446795 {■ 


1706.M06.gz43 216119 


F 


M00055934C:E06 


UC2-NormColon 


845 


638808 


1706.L07.gz43_216134 


F 


M00055933A:E05 


UC2-NormColon 


846 


646596 


1706.N07.gz43 216136 


F 


M00055936C:B05 


UC2-NormColon 


847 


639901 


1706.P07.gz43 216138 


F 


M00()55939B:A1 1 


UC2-NormColon 


848 


648379 


1706.N08.gz43_216152 


F • 


M00055936C:D03 


UC2-NormColon 


: 849 


650938 


1706.J09.gz43 216164 


F ; 


M00055930C:D03 


UC2-NormColon 


850 


643170 


1706.E10.gz43_216175. 


F 


M00055923B:C07 


UC2-NormColon 


851 


643239 


1706.H10.gz43_ 216178 


F '■ 


M00055927D:E11 


UC2-NormColon 


.852 


639596 


1706.JlO.gz43 216180 


F ' • 


M00055930C:F06 


UC2-NprmColon 


,853 


605114 


I706.L10.gz4.1_216182 


F 


M00055933B:B1 1 


UC2-NormColon 


854 


456920 


1706.Nll .gz43 216200 


F 


M00055936D:F03 


UC2-NormColon 


855 


647952 


1706.B12.gz43_216204 


F 


M00055919A.A06 


UC2-NormColon 


856 


650470 . j 


•1706.M12.gz43_216215 


• F 


M00055934D:H09 


UC2-NormColon 


857 


465576 | 


1706.D13.gz43 216222 


F 


\ M00055922A:F05 


UC2-NormColon 


858 


455413 


:i706.P13.gz43_216234 


■\ F . 


M00055939D:D07 


UG2-NormColon 


859 


639038 


1706.H15.gz43_216258 


F 


M00055928A:C06 


UC2-NormColon 


860 


556925 . 


1706.J15.gz43_2 16260 


F 


M00055930C:H05. 


UC2-NormCoIon 


861 


644301 


1706A16:gz43_2 16267 


F 


M00055917D:E07 


UC2-NormColon 


862 


: 447520 


1706:J16.gz43 216276 


F ; 


M00055930D:B05 


UC2-NormColon 


.863 


447426 


1706.D17.gz43_216286 


"•••F • 


M00055922BA06 


UC2-NormColon 


864 


610893 ; 


1706.H17.gz43 216290 


F 


M00055928AE11 


UC2-NormColon 


865 


613626 


1706.J17.gz43 216292 


F 


M00055930D:B09 


UC2-NormColon 


866 


' 645092 


1706N17.gz43_2 16296 


F 


: M00055937AF07 


UC2-NormColon 


■867 


649873 


. 1706.P19.gz43_2 16330 


F 


M00055940B A08 


UC2-NormColon 


868 


645028 


: 1 706. A20.gz43_2 16331 


F 


M00055918A-F10 


UC2-NormColon 


869 : 


639154 


! 1706.F20.gz43 216336 


F 


M00055925B:D09 


UC2-NormColon 


870 


649085 


1706.D21.gz43 216350 


F 


M00055922B:G09 


UC2-NormColon 


871 


643332 


1706 F21.gz43_216352 


F 


M00055925B:D10 


UC2-NormColon 


,872 


643383 


I706.H21.gz43_2 16354 


F 


M00055928B:E11 


UC2-NormColon 


873: 


204 


1706.J21.gz43_.2 16356 


F 


M00055930D:F05 


UC2-NormColon 


874.. 


641716 


1706.N21.gz43_2 16360 


F 


.« M00055937C.C08 


UC2-NormColon 


875 


643627 


1706:E22.gz43_2 16367 


F 


M00055924B:D02 


UC2-NormColon 


876 


640672 


1706.M23.gz43_2 16391 


F 


M00055935C:E03 


UC2-NormColon 


877 


■550237 . 


1707.J02.gz43 216453 


F 


; M00055956U.tJ01 


UL/2-JNormcoion 


878 


646317 


1707B04.gz43_216477 


F 


M00055942B:H10 


UC2-NormColon 


■ 879 


643968 


1707.K05.gz43_216502 


F 


M00055958C-.E03 


UC2-NormColon 


880 


649549 


1707.F06.gz43 216513 


F 


M00055949D;B07 


UC2-NormColon 


■ 881 


513619 


1707.O07.gz43_2 16538 


: f 


M00055967A.F1 1 


UG2-NormColon 


882 


460245 


. 1707.108. gz43 216548 


F 


M00055955B:C06 


UC2-NormColon 



93 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


881 


64606 1 


1707 O08 &741 716SS4 


F 


lvrooos SQ67 A r;o 1 
iviuouj jyo //\.vjtui 


u L.Z-IN ormL.oion 


884 


64S771 


■ 1707 O00 074 1 716S70 


F 


Ayf000SSQ67R-R1 7 
1V1UOUJ J70 / Jj.Jj 1Z 


UC2-NormColon 


88S 


S74546 


1 707 A 1 7 az41 7 1 6604 

1/ U / ,/\ IX.gAH J Z-1VJUV/H 


F 


M000SSQ41 R AO/1 


UC 2 -Norm Colon 


886 
ooo 


648787 

OHO / OZ 


1707 R17 o741 71660S 


F 


MOO 0 S S Q47 fS • A 0 1 


u l,pZ ~ijN orm oion 


887 
op / 


64 SO 00 


1707 Oil D-741 716614 

1 J.gZHJ Z1UOJH 


F 


M00OSSQ67RFO7 


TT^7 XTAtw Cs^f^n 


poo 


648 SSV 

.OHO-7JJ 


1707D14t7741 716610 


■ F • 


mooo s s 04 s c • noo 


T T*T"7 Nnrmrnlnn 

UvZ-iNonncoion 


88Q 

v007 


HJZJ 10 


1 707 T14 o^ll 71664S 
1 /U /.J IH.gZHJ ZIOOHJ 


F 

• ; Jr /: 


MOOOSSOS7R-F1 1 
iVIuUU J J y J /D.rli 


u v_/ z ~in o rrn^ o ion 


8 on 


461 161 


1 707 D 17 <y>41 716687 

l / \J / . U 1 / .gz.H.7 Z1UOO/ 


■r 


M000 S S 04 s n ■ rio 1 

1VJLUO O J J 7HJ L7 . VJ vJ I 


U \^ Z ~1N UI 1 1 O IiOl 1 


801 


644770 

UHH / ZU 


1707 D18 07-41 716701 




M0OOSSQ4SD F08 


T ir" 7 -Nnrm rn Inn 


807 


647117 

OH l D YJL 


1707 T 1 8 0741 7 1 67 1 1 


F 


M000SS06 1 D-F06 

IVlv/V/V7^7 u y\J 1 i-'. J; v/V/ 


T fr? -Norm Co Inn 


801 

07J 


646 1 00 

OHO 1 70 


1 707 NT 8 0741 7 1 67 1 1 

1 / VJ / ,i> 1 O ,gL*TJ Z. 1 \J 1 J. J . 




MOOO S S066R- H00 


T IC7-NnrmCnlnn 

v7 Z. 1 > VJ 1 1 1 1 V_y\J 1U11 


804 

O :?H 


■ S?0 


1707 HI 0 074I 716771 


F 


M00OSS0S4r , G07 


T ]C 7 -Norm C nl nn 
vj v^z."*iNV7iinv^y iuii 


80S 

07J 


lOlSQO 

J7JJ77 


1 707 F70 o 7 41 716716 

. 1 / \J l XZv,^ZtJ Z- lO/JU 


F 
1 


M00OSS047rF0O 


T TP 7 -Norm Pol nn 

. VJVyZ. l^VJllllv^vllJ 11 


806 
o^o 


64SS08 


1 707 N70 Q741 71 674S 

I / O / .l>Z,\/.gZ.H J Z1U/HJ 


• F • 

•X- 


Mooosso66rnoi 


T Tr 7 -Norm Col on 

\J V_/Z. — 1 ^ Vjl 1 1 1 VyVJlVJll 


807 

0 7 / 


181600 
j 00007 . 


1707 071 0741 716704 

• l / U / .VJZ.J .ti<HJ Z. 1 VJ / 7H. 


F 


M0005SQ67DCOS 


[ TC7-NnrmCo1on 


808 

. 0^70 


447 80S 

HH /OUJ . 


1 707 R74 0741 7 16707 

. I /O; .LJZH.tZHJ Z,l\J/.7/ 


' " F • 


M000SS041RF01 

I* L\J\J\J ~J u ytjr U.l^i\J 1 


T IC7 -Norm Col on 

Uv/^ 1 ^VJllllV^V7lV7ll 


8QQ 
oyy 


6Q46A1 


1 707 P74 0741 7 1 68 1 1 

- 1 / O / .rz.H.^ZHO z. 1 00 1 I. 


F •• 


M000SSQ60AF07 

1V1V/WO J J 7U/ /x.JT V7Z. 


T Tr 7 -Norm Col on 

U V_/ Z — 1 ^ VJ 1 1 1 1 v> \J I \J 1 1 


ooo 
yuu 


6A7Q94 

; - oh /yz*+ 


1 708 T0 1 0741 7 16870 

1 / UO .lUl -gx.H.7 Z\lOOZ,VJ 


• F ' 


M0OOSS080RR07 


T TC7 -NormColon 

VJ V^Z 1^) VJllllVL/VJlVJll 


001 


64SQ90 


1708 P01 0741 716877 


F 


MO0OSSQQOAF07 


T TC7-NnrmColon 


007 
yuz 


641484 

OHlHOH 


1 708 M07 0741 7 1 6840 

1 /OO.lVJ.UZ.gZH.7 ZIOOHO 


F 


M0OOSS08SF) FOO 


T Tf" 1 7 -MnrmPnlnn 

V_J V-^Z 1> VJl lliV^VJlVJll 


QOl 

yuy 


640677 
OHUO / z 


1708 A 04 0^41 716860 


F • 
- r 


MOOOSS060RR0S 


T ir 7 -Norm Colon 

UVa. l^l VJ1111V_/VJ1VJ11 


yUH 


6/1/1776 
..- ohhZZo . 


.' 1700 V(\A jtt41 716870 


r 


M0OOSS087PT401 


T 1^7^01^1^010^ 
U V-/Z, -I>vjllil\^UlvJll 




■jj / ojz 


1 708 P06 rrT-41 7 1 68Q4 

• 1 /uo. v^yo.gz^t 0 zipoyH 


F 
r 


MO0OSSQ77r , *r , 0Q 


T TP 7 -Norm Pol on 


on6 


j>3oUjZ 


1708 P07 rr^zll 716QV0 


F 


MOOOSSQ77PF07 

1V1UUV7 J J 7 / Z v . JT 


T TP 7 -Norm Pol nn 


QO.7 


044JJH 


T08 ci'tA.'X 716017 

1 /uo.iuo.gZHa_z 1 oy->z. 


F 
r 


M000SS080PO1 7 


T TP7-NnTmColnn 


one 


6/1 * 7/16 

OHJ /HO 


1 7HS T 08 rr*41 7 1 601 S 

1 / uo.jLrUo.gZHj^zioyo j 


F 


MOOOSS084DF04 

LVlsJUUJ J 7OH 17 . CUH 


T TP7-NnrmPn1nn 
\J L/Z iiUI ill V'OIOil 


O AO 

yuy 


OH /JJ7 


1 708 A/TOO 0-74T 7 1 60S 7 

1 /Uo .iviuy.gZHj_z loyjz 


F 


MOOOSS086A FOS 

1V1OUUJ J 70UA. r U-/ 


T TC7-NnrmPn1nn 




OHjZoo . 


1708 T 10 o^41 716067 
1 /Up.ijiu.gzHj zioyo/ 


■■ ■ F 


M000S S08 S A R06 


\J V^Z. 1^* VJ1111V>VJ1VJ11 


oil 
y 1 t 


OHJZoy 


1708A1la^41 716077 
1 /.Uo.A 1 1 .gZH J Z 1 0!^ / Z . 


F 


MOOOSSQ60DR08 
iviuv/O j 70 y \j . jl> \j 0 


nP7-NormPolon 

VJ V^Zr 1> Vjl 1 IIV^VJIVJII 


Q 1 7 

y 1 z 


OhZUjo . 


1 708 rJI 1 0741 7 1 6078 
1 /AjQ-VJ i 1 .gZH j z jl oy / 0 


F 
r 


M000S SQ78 A HOI 

1V1U0WJ_)7 / O/A.-JT.v/J 


T TP 1 -Norm Pol on 

VJ V_>Z l^i VJllllV_/V71VJll 


y 1 j 


647 Q^S 

OH-zyj j 


1708 A 17 0741 716088 

1 / VJO .ZA.lZ,.gZHJ Z1U700 


F " 


M000S S06QD- F08 

lVlV/VJ\7-7 J 7U 7 1^/ .X vO 


T TP2-NormPoIon 


Q 14 

y ih 


/ A/100Q7 


1 708 HI 7 Q741 71 600 S 


F 


M000SS979R-G07 

1V1V7V7 UJ 7 / 7-U.VJV/ / 


T IP 7 -Norm Pol on 

VJ\_/Z 1 l V71 111V_/V1WI1 


0 1 S 


5S84S7 

JJOHJZ 


1708 P17a741 717001 


■ , F 


M00055990DB02 


T JC2-NormColoti 


y 1 0 


64 S 49 7 
O^tJHZ / 


1708 Til 0741 7 1 70 1 S 

1 / UO.JUl J.5ZHJ Zl/WlJ 


F 


M00055985BC02 


UC2-NormColon 


Q17 

y I/ 


640087 
.- onyyoz 


1 708 R14 <T741 717071 


1 


M000SS971BA1 1 


UC2-NormColon 


918 


451709 


1708.K14,gz43 217030 


F 


M00055983C;C09 


UC2rNormColon 


919 


640204 


!708.H15.gz43_2 17043 


F 


• M00055979O.B07 


UC2-NormColon 


920 


640179 


1708.N15.gz43 217049 


F 


M00055988A:A12 


, UC2-NormColon 


921 


.582549 


1708.P15.gz43_2 17051 


,:',F-- 


M00055990P:G09 


UC2-NormColon 


922 


484355 


1708.G16.gz43_217058 


F 


M00055978B:F01 


UC2-NormColon 


923 


.646013 


1708;J17gz43_217077 


F 


M00055982A:G06 


UC2-NomiColon 


924 


649309 . 


1708.P18.gz43_217099 


F 


M00055991A:D10 


UC2-NontiColon 



94 



TD NO 
lis i> yj 




pjOKl IN A (Vic, 


ORTFM 

.A ' 


CLUNb ID 


LIBRARY | 


925 


647333 


; 1 708 F 1 9.gz43__2 1 7 1 05 


F 


M00055977A:G09 


UC2-NormColon 


926 


\ . 647058 


1708!A2 1 .gz43_2 17 132 


F 


M00055970C:A05 


UC2-NormColon 


927 ' 


643723 


1708.F2 1 .gz43_2 17137 


F 


M00055977B:F06 


UC2-NormColon 


928 


639359 


1708.N21.gz43_2 17145 


F 


M00055988A:E05 


UC2-NormColon 


929 


647539 


i708.H23.gz43_217171 


F 


M00055980A:H06 


UC2-NormColon 


930 


647211 


1708:C24.gz43_217182 


F 


M00055973G:F10 


UC2-NormColon 


931 


650018 


1708.J24.gz43 217189 


F 


M00055982C:A12 


UC2-NormColon 


932 


645848 


• i 708 .K24.gz43 2 1 7 190 


F 


M00055984A:F05 


UC2-NormColon 


933 


646212. 


• : 1 708 P24.gz43_2 17195 


F 


M00055991C:H11 


UG2-NormColon 


934 


406436 


158 8 NO 1 gz43_2 17262 


F 


M00055553A:D08 


UC2-NormColon 


935: 


553651 


1588.E02.gz43_2 17269 


F . 


M00055542C:H05 


UC2-NormColon 


936 


466092 


1 5 88.H02 gz43_2 1 72 72 


F 


M00055546B:H03 


UC2-NormColon 


937 


645891 


1588.N02.gz43_2 17278 


F 


;M00055553A:F11 


UC2-NormColon 


938 


649390 


1588.A03.gz43_217281 


F 


M00055536B:Hll 


UC2-NormColon 


939 


448358 


1588.H04.gz43_2 17304 


F 


M00055546C:B01 : 


UC2-NormColon 


940 


650982 


1588.104.gz43_2 17305 


F 


M00055547C:B07 


UC2-NormColon 


941 


644012 


1588. 005. gz43_2 17327 


F 


M00055554C:B04 


UC2-NormColon 


942 


649099 


1588.P06:gz43_2 17344 


F 


M00055556A:E07 


UC2-NormGolon 


943 


551662 


1588.M07.gz43_217357. 


F 


M00055551C:C08 


UC2-NormColon 


944 


639316 


1588. K08.gz43_2 17371 


F 


M00055549C:E10 


UC2-NormColon 


945 


639480 


1588.J09.gz43 217386 


F 


M00055548B:G06 


UC2-NormColon 


946 


1318 


1588 All.gz43_2 17409 


F 


M00055537C:A01 


UC2-NormColon 


947 


457146 


1 588 L 1 1 gz43_2 1 7420 


F 


M00055550D:D02 


UC2-NormColon 


948 


451671 


1588.A15.gz43_217473 


F 


• M00055537C:E04 


UC2-NormColon 


949 


641401 


1588 I15.gz43J217481 


F 


M00055547D:G06 


UC2-NormColon 


950 


453606 


■ 1588.D17.gz43_217508 


F 


M00055542B.B1 1 


UC2-NormColon 


951 


642414 


1588.Gi7.gz43 217511 


F 


- M00055545D:C03 


UC2-NormColon 


952 


649564. 


1588.H18.gz43_2 17528 


F 


M00055547A:H11, 


UC2-NormColon 


953 


529799 


1588.118.gz43_217529 


."■ " F 


M00055548A:D07 


UC2-NormColon 


954 


645781 


1588 N18.gz43_217534 


F 


M00055553D:E06 


UC2-NormGolon 


955 


447379 


1588.M20.gz43 2 17565 


F 


M00055552C.G03 


UC2-NormColon 


956 


639461 ! 


1588.A21.gz43_217569 


F 


M00055538B:G09 


UG2-NonhColon 


957 


451361 


1588.D21.gz43_217572 


F 


M00055542C:B02 


UC2-NormColon 


958 


.449891 


1588.122.gz43_2 17593; 


F 


M00055548A:F04 


UC2-NormColon 


959 


639395 


1588.022.gz43_2 17599 


F 


M00055555D:B05 


UC2-NormColon 


960 


644173 ! 


1588 F23.gz43_2 17606 


F i 


M00055545A:C01 


UC2-NormColon 


961 


648494 


1588.H24.gz43 21/624 


r « 


M0UU5554 /B.uUy 


UC 2 -NormColon 


962 


477064 


1588.P24.gz43_2 17632 


F 


MOp055557B:B10 


UC2-NormColon 


963 


535436 


1729.L02.gz43 .217660 


F 


M00056092B:D10 


UC2-NormCoIon 


964 


650900 


1729.B04.gz43_2 17682 


F 


M00()56078B:G02 


UC2-NormColon 


965. 


649149 


1729.D04.gz43 217684. 


F: 


M00056081A:C05 


UC2-NormColon 


966 


644054 


l729.K04.gz43_2l7691 


F " 


M00056091A.E04 


UC2-NormColon 



SEQ 
IDNO 


CLUSTER 


A- ■•: ' - SEQ NAME , 


ORIEN 


CLONE ID 


LIBRARY 


967 


649082 


1729.P04.gz43_2 17696 


F 


M00056097B:C04 


UC2-NormCoion 


968 


.454176 


1729J05 .gz43_2 17706 


F 


M00056089D:A09 


UC2-NormColon 


969, 


448485 


: i729.A06.gz43 217713 


F 


M00056077B:E03 


UC2-NormColon 


970 


643440 


1729.N06.gz43_217726 


F 


M00056095B:A07 


UC 2 -NormColon 


971 


649356 


1729J08.gz43_2 17754 


F 


M00056089D.E07 


UC2~NonnCblon 


972. 


710155 


1729.L()8.gz43_2 17756 


F 


M00056092C:E12 


UC2-NormColon 


973; 


560054 


1729.Ell:gz43_J2 17797 


F 


M00056082A:E12 


UC2-NormColon 


974 


644712 


1729.Kll.gz43_2 17803 


F 


M00056091C:C06 


UC2-NormColon 


975 


646696 


1729.A12.gz43_2 17809 


f" ; F " . 


M00056077C:H02 


UC2 -NormColon 


976 


644715 


1729.HI2 gz43-217816 


• F " : 


M00056087B;<J12 


UC2-NormCoIon 


977 


644965 


1729.N12.gz43_2 17822 


F 


M00056095C:E02 


UC2-NormColon 


978 


645050 


1729.K13.gz43 217835 


F 


M00056091C:D09 


UC2-NormColon 


979 


649514 


1729.N14.gz43_2 17854, 


F 


M00056095C:G07 


UC2-NormColon 


980 


570939 


1729.E15.gz43 217861 


F 


M00056082B:G07 


UC2-NormColon 


981 


647437 


1729.FI6.gz43 217878 


F 


M00056083D.D1 1 


UC2-NormColon 


.982 


■ 650547. 


1729.L16.gz43 217884 


F 


M00056093A:B12 


UC2-NormColon 


983 


649054 


1729. P 1 6.gz43_2 17888 


F 


M00056098B:C04 


UC2-NormColon 


984 


645409 


1729.K17.gz43_2 17899 


F 


M00056091D:C12 


UC2-NonTiColon 


.985 


613722 


1 729 B 1 8 !gz43_2 1 7906 


F 


M00056079A:B01 : 


UC2-NormColon 


986 


418763 


1729 L18.gz43 217916 


F 


M00O56093A:F08 


UC2-NormColon 


.987 


619635 


1729.K20.gz43 217947 


■ F 


M00056091D:E10 


UC2-NormColon 


988 


645131 


1729.L20.gz43_217948 


F 


M00056093B:D03 


UC2-NormColon 


989 


• ; 451899 


1729.M22.gz43_2 17981 


F 


M00056095A:C02 


UC2-NormColon 


990 


597647 


1 729.P22 .gz43__2 1 7984 


F 


M00056098D.A08 


U C2 -NormColon 


991 


560860 


1717.F01.gz43_218406 


F 


M00055998B:D06 


UC2-NormColon 


992 


640709 


17 1 7.P0 1 .gz43_2 1841 6 


F 


M00056009D:C12 


UC2-NormColon 


993 


447802 


1717.O02.gz43 J? 18431 


F 


M00056008B:G05 


UC2-NormColon 


994 


641736 


17 17.103 gz43_2 18441 


F 


M00056001D:B06 


yC2-NormColon 


995 


464498 


17 17J03.gz43_2 18442 


F 


M00056003B:GII 


UC2-NormColon 


996 


452775 


1 7.1 7.K03 gz43_2 1 8443 


F 


M00056004D.F03 


UC2-NormColon 


997 


561.836 


1717X03 gz43_2 18444 


F 


M00056005C:F11 


UC2-NormColon 


998 


444454 


1717.K04.gz43_2 18459 


F 


M00056004D:F12 


UC2-NormColon 


999 


639178- 


17 17.O04.gz43_2 18463 


': F • 


M00056008C:D04 


UC2-NormColon 


1000 


513888 


17 17.F05.gz43_2 1 8470 


F 


M00055998C:D04 


UC2 -NormColon 


1001 


: 643971 


171 7.105 .gz43_2 18473 


F 


M00056001D:G12 


UC2-NormColon 


1002 


644824 


. 1717.J05.gz43_2V8474 


F 


M00056003C:C09 


UC2-NonnColon 


1003 


448418. 


1717.N05.gz43_218478 


F 


M00056007C:A03 


UC2-NormColon 


; 1004 


644030 


17L?.O05.gz43_21847? 


F 


M00056008C:D08 


UC2-NormColon 


; 1005 


644972 . 


.." 1717.P05gz43_218480 


F 


M00056010A:E05 


UC2-NormColon 


1006 


649556 


1717B06.gz43_218482 


F 


M00055993D:F12 


UC2-NormColon 


1007 


644611' 


. 17 17I06.gz43_2 18489 


F 


M00056002A:A03 


UC2-NormColon 


1008 


645162 


1 1 71 7J07.gz43_2 18506 


F 


M00056003C-H10 


UC2-NormColon 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 

■; t 


■ ■ - " : . : ' ■ / ■ 

CLONE ID 


LIBRARY 


1009 


470462 


17 17.L07.gz43_2 18508 


F ,. 


M00056005D:C04 


UC2-NormColon 


1010 


645662 


1717,A08,gz43_218513 


F 


M00055992A:D08 


UC2-NormCoIon 


1011 


649259 


1717.H08.gz43 218520 


F 


M000560pOC:D09 


UC2-NormColon 


1012 


650018 


17 17,D09,gz43_2 18532 


F 


M00055996C:A02 


UC2-NormColon 


1013 


640645 


1717.P10.gz43_2 18548 


F 


M00055996C:A08 


UC2-NormColon 


1014. 


643477 


i7I7.M10.gz43 218557 


F 


M00056006D:E03 


UC2-NormColon 


1015 


541214 


1717.Ell.gz43_218565 


F 


M00055997D:A1 1 


UC2-NormCplon 


1016 


651083 


17 17.Mll.gz43_2 18573 


F 


M00056006D:F05 


UC2-NonnColon 


1017 


549889 


1717Gl2.gz43_218583 


F 


M00055999D:C05 


UC2-NormColon 


1018 


.558856 


1717.pi3.gz43_2 18596 


F 


M00055996D.D07 


UC2-NormColon 


1019 


644022 


1717.N13.gz43 218606 


F 


M00056007D.F07 


UC2-NonnCoIon 


1020 


644612 


1717.O13.gz43_218607 


F 


M00056()08D:D02 


UC2-NormColon 


1021 


644949 


1717.P13.gz43_218608 


F 


M0005601 1A:C11 


UC2-NormColon 


1022 


643808 


1717.C14.gz43 218611 


F 


M00055995A:G09 


UC2-NormColon 


1023 


642260 


1717.014.gz43 218623 


' F 


M00056008D:D03 


UC2-NortnColon 


1024 


651119 


1717.B15.gz43 218626 


F 


M00055994B:Bi2 


UC2-NormColon 


1025; 


477521 


1717.C15.gz43 218627 


F 


M00055995B:A02 


UC2-NormColon 


1026 


587106 


1717.D15.gz43_218628 


F 


M00055996D:G02 


• UC2-NormColon 


1027 


; 419443 


1717.115.gz43_218633 


F 


M00056002D:E09 . 


UC2-NormColon 


1028 


643440 


1717.L15.gz43 218636 


F 


M00056006A.E04 


UC2-NormColon: 


1029 


555736 


1717.M16.gz43_218653 


- F 


M00056007A:B02 


UC2-NormColon 


1030 


. 644210 


17 17G17.gz43_2 18663 


F 


M00055999D-.H04 


UC2-NormColon 


1031 


449261 


17 17.1 17.gz43_2 18665 


F 


M00056003A-A08 


UC2-NormColon 


1032 


643498 


1717.117.gz43 218666 


F 


M00056004B:F04 


UC2-NormColori 


1033 


517274 


17 17.P17.gz43_2 18672 


F 


MQ00560UB:A06 


UC2-NormCoIon 


1034 


532307 


1717 L18.gz43_218684 


F 


M00056006A.G09 


UC2-NormCoIon 


1035 


643288 


I717:A19.gz43_2 18689 


F 


' M0()055993A:E()2 


UC2-NormCplon 


1036 


478025 


1717.FI9.gz43 218694 


F 


M00055999A:A04 


UC2-NormColon 


1037 


447822 


17 17.G19.gz43_2 18695 


. . F 


M00056000A.B02 


UC2-NontiColon 


1038 


641580 


171 71 19.gz43_2 18697 


F 


M00056003A.B07 


UC2-NormColon 


1039 


489426 


. 171 7.P19.gz43_2 18704 


F 


M00056011B.E10 


UC2-NormColon 


1040 


650534 


17 17.C20.gz43_2 18707 


F 


M00055995C:F05 


UC2-NprmColon 


1041 


644990 


17l7.E20.gz43. 218709 


F 


M00055998A.F06 


UC2-NormColon 


1042 


207530 


1717.F20:gz43_218710 


F 


M00055999A.B07 


UC2-NormColpn- 


1043 


645197 


I717.I20.gz43_218713 


F 


M00()56003A:C01 


UC2-NormColon 


,1044 


414739 


1717.K20.gz43 218715 


F 


M00056005B:H08 


UC2-NormColon 


1045 


592941 - 


1717.L20.gz43_218716 


v" F 


M00056006B:B05 


UC2-NormColbn 


1046 


447556 


1717.H21.gz43 218728 


E 


M00056001C:F07 


UC2-NormColon 


1047 


238586 


17 17.N21.gz43_2 18734 


F 


M00056008B:E04 


UC2-NormColon 


1048 


644612 


1717.E22.gz43 218741 


F 


M00055998B:A04 


UCi-NormColbn- 


1049 


646387 


17 17:F22 ; gz43_2 18742 


F 


M00055999A:H10 


UC2-NormColon 


1050 


647443 


17 17G22.gz43_2 18743 


F 


. M00056000A:E11 


UC2-NormCblon 



Table 2 ; y Z - ^ ' — 



SEQ 
ID NO 


CLUSTER 


' ■ ' 
SEQ NAME 


ORIEN 

• U T 


CLONE ID 


LIBRARY 


1051 


555172 


1717.P22.gz43_218752 


F 


M00056011C:D04 


UC2~NomnColon 


1052 


552846 


1717.D23.gz43 218756 


F 


r M00055997A:F04 


lJC2-NonriColon 


1053 


639377 


1717.B24.gz43 218770 


F - 


M00055994C:F05 


UC2-NormColon 


1054 


449713 : 


l717.M24.gz43 218781 


F 


M00056007B:C10 


UC2-NormColon 


1055 


456627 


1717.N24.gz43 218782 


, , F 


M00056008B:G01 . 


UC2-NortnColon 


1056 


646143 


17 17.024.gz43_2 18783 


F , : 


M00056009DA02 . 


UC2-NormColon 


1057 


639629 


1718H03.gz43_218827 


' F : 


M00056021C:H08 


UC2-NormColon 


1058 


643744: 


I718.D04.gz43_218839 


F 


M00056016C:F11 


UC2-NormColon 


1059 


397399. 


171 8P04gz43_2 18851 


f - 


M00056032B:H08 


UC2-NormColon 


1060 


650391 


1 71 8.G06.gz43_2 18874 


F 7. 


M00056020C.H03 


UC2-NoimColon 


1061. 


447659 


: 1718N06.gz43_218881 


: ; ; F : . 


M00056029D:D08 


UC2-NormCo!on 


1062 


644967 


1718.D07.gz43 218887 


F 


M00056016D:E02 


UC2-NormColon 


1063 


545509 


l7l8.G08.gz43 2 1 8906 


F 


M00056020D:D03 


UC2^NormColon 


1064 


643975 


1718.D09.gz43 218919 


• F 


M00056017AB08 


UC2-NormColon 


1065 


645883 


171 8Mll.gz43_2 18960 


F ' ; 


M00056028D:F06 


U( !2-NormColon 


1066 


538808 


17l8.B12.gz43 218965 


F 


M00056013AG09 


UC2-NormCoIon 


1067 


425455. 


1718.P13.gz43 218995 


• -.F.' 


M00056033A:C11 


UC2-NormColon 


1068 


467057 ' 


1718.M20.gz43_219104 


F 


M00056029B:H03 


UC2-NormColon 


1069 


640181 


1718.B21.gz43_219109 


F 


M00056013D:D07 


UC2-NormColon 


1070 


650348 


1718.F23.gz43_219145 


F : 


M00056020B:C09 


UC2-N6rmColon 


1071 


451993 


17 18.P24.gz43_2 19171 


F 


M00056033C:H09 


UC2-NormColon 


1072 


647976 


1719.E01 gz43_219176 


F 


M00056039A:F04 


UC2-NormColon 


1073 


557676 


171 9.101. gz43_2 19 180 


F 


M00056045A:D03 


UC2-NormColon 


1074 


;•- 644639 


171 9.N01 gz43_21 91 85 


: f 


M00056050C.A09 


UC2-NormColon 


1075 


644738 


1719.J02.gz43_219197 




M00056046A:B04 


UC2-NormColon 


1076 


. 645973 


17 19A03.gz43_2 19204 


F 


M00056033DF06 


UC2-NormCoIon 


1.077 


550376 


l7I9.B03.gz43 219205 


F 


' M00056035BA04 


UC2-NormCoIon 


1078 


646088 


1719.D03 gz43_2 19207 


F 


M00056037B:G02 


UC2-NonnColon 


1079 


506920 


1719.P03.gz43 .219219 


F 


M00056053A.F01 


UC2-NormCplon 


• 1080 


642198 


1719.A04.gz43 .219220 


F 


M00056033D:G07 


UC2-NormColon 


1081 


649293 


17 19.E04.gz43_2 19224 


F 


M00056039B.C03 


UC2-NormColon 


1082 


641193 


17 19H04gz43_2 19227 


F 


M00056043D.E03 


UC2-NormColon 


1083 


461517 


17 19J04.gz43_2 19229 


F 


M00056046A:B12 


UC2-NormColon 


1084 


645070 


17 19.K04.gz43. 219230 


F 


M00056046D:C11 


UC2-NormColon 


1085' 


. 645942 ! 


17 19.M04gz43_2 19232 


F 


M00056049B:E11 


UC2-NormColon 


1086 


645151 


17 19.005. gz43_2 19250 


F 


M00056051D-.H02 


UC2-NormColon 


1087 


566745 


17 19B06.gz43_2 19253 


F 


M00056035B-.DI1 


UC2-NormColon 


1088 


642184 


l719.M06.gz43 219264 


F 


M00056049CA08 


UC2-NormColon 


1089 


649429 


1719.O06.gz43_219266 


F ■ 


M00056052AA11 


UC2-NormColon 


1090 


■ 549786 


1719.B07.gz43_219269 


: ..: F 


M00056035B:E10 


UC2-NormColon 


1091 


452102 


17l9.J07.gz43 219277 


F 


M00056046A:G08 


UC2-NormColon 


1092 


644819 


1719.O07.gz43 219282 


F 


M00056052A:C07 


UC2-NormColon 
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Table 2 



ID NO 




■ ; ' , ""*■■'■$' . "•**■«.' .' '■■ ■ . •'- ;i 


ORIFN 

" : -T,v>; 


<""i amp in ■ 


LlJbKAKz 


1093 


453804 


17 19.E08.gz43_2 19288 


- F 


M00056039C : D05 


UC2-NormColon 


1094 


650348 


17l9.K09.gz43_219310 


, F .•■ 


M00056047A:E09 


UC2-NormColon 


1095 


644894 


1 t i a t a A a o " o i ni i i 

1719. L09 .gz4 3_2 1 93 1 1 


F •• 


M00056048A:D12 


UC2-NormColon 


1096 


646048 


1 T 1 A ' A 1 A -'■ ' A O ^ 1 AO 1 / 

1719.A10.gz43_219316 


;/ F . 


M00056034A.G10 


UC2-NormColon 


1097 


638912 


1719.D10.gz43_219319 


• F • 


M00056037C:G11 


UC2-NormColon 


1098 


644817 • 


1719.F10.gz43_219321 


F 


M0005604lB;F03 


yC2~NormCplon 


1099 


: 645973 


1719.Ell.gz43 21 9336 


/: F 


M00056039C.G05 


U C2-N ormColon 


1 100 


643748 


17 1 9.M 1 1 .gz43_2 1 9344 


F 


M00056049C:H04 


UC2-NormCoIon 


1101 


649259 


17 19.N 1 1 .gz43_2 1 9345 


F 


. M00056051A:C03 


UC2-NormColon 


1102 


642852 


17l9.E12.gz43_219352 


F 


M00056039C:H01 


T T O XT /O 1 

yC2-NormColon 


1103 


45 1544 


1 719.L12.gz43 2 19359 


F .• 


■» fAAAC/'A/lon T~~* /\ 1 : 

M00056048B:E01 : 


TiriA "VT ' 1 

UC2-NormColon 


.1104 


528616 


t719.N12.gz43_2 1936.1 


F 


X iff f\i~\f\*T f f\C 1 A TT1 V 

M00056051A:H1 1 


U C2-NormColon 


1105 


460727 


l7l9.Gl3.gz43_2l9370 


F 


IV kf\r\f\kT f A A n A A AA 

M00056043 A:A09 


ULz-NormColon 


1106 


468689 


17l9.C14.gz43_219382 


F 


M00056036D:B06 


T T/^O "IVT^— **^/^ «>1 

UC2-NormLolon 


1107 


452729 


171 9.C15.gz43_21 9398 


F 


■\ IAAAT / AO S X~\ r\A1 

M000^6036D:D01 


UC2-NormLolon 


1108 


481614 


. 1 7 1 9. D 1 5 .gz43_2 1 9399 


F 


M00u56()38B:G08 


¥Tyo«o /^i „ 1 

UC2-NormCoion 


1 109 


649900: 


- IT 1 A TTIfiT /t O O 1 A. /I AO 

1719.H15.gz43_219403 


F 


• M00056044L:L01 


UC2-NormLolon 


1110 


645375 


i fli a vi i r' ~A *> ■ i i a a a a- 

1 7 1 9 .N 1 5 gz43_2 1 9409 


F 


TV JTAAAC^ AC 1 T» AAO 

M00056051B:B03 


U C2 -N ormColon 


11.1 J 


497101; 


17 19. PI 5.gz43_2 1 94 1 1 


F 


' \ iffAAAC /" AdT^V AA1 : 

M0005605 3 D :D07 


UC2-NormColon 


1112 


556325 


-i T i r\ -fx- ■i*o'-ol*0^ftfl 

1719.G16.gz43__219418 


'••'* F ' ■ 


K /TAAAr/'A/ll A FT 1 1 

M000*)6043A:H12 


UC2-NormColon 


1113 


64543 1 


1 7 1 9 , M 1 6 gz43_2 1 9424 


• •• ; F 


"» I AAAf /"Ai<Ari T\AO ■ 

M00056049D:D03 


T T/^0> XT " _ 1 

UC2-NormLolon 


1114 


452325 


1 7 1 9 ■; A 1 7gz43_2 1 942 8 


F 


Ti iff A A A C AO A /~* T\AT 

M00056034C:D07 


UC2-JNormColon 


1115 


447645 


'. 17 19. B 1 7.gz43 2 19429 


F 


Tk AAAAC /'AO CT~V AAO 

M00056035D:C08 


' TTA^ -XT _ ] . 


1116 


644054 . 


1719. C17.gz43__2 19430 


F 


\IAAAf ^AlVrx T^AC 

M00056036D:F05 


• T T/^Oj XT- . 1 

UC2-NormColon 


1117 


641715 


1 7 1 9 . M 1 7 .gz43_2 1 9440 


; F 


» fr\f\r\C S A >l ATX A 1 - 

M00056049D:E01 


UC2-NormColon 


1118 


• 644692 


1719:P17.gz43_219443 


F 


» t f\ f\(\ C f f~\ C A A Ti A/" 

M00056054A:B06 


UC2-NormColon 


1119 


465589 


1 719. P 1 8.gz43__2 19459 


F 


M00056054A:D09 


T t/~*o X T 1 

UC2-NormColon 


1120 


643897 - 


1719G19.gz43_219466 


F 


. M00056043B:E03 


t t/^«o-xt " 1 

UC2-NormColon 


1 121 


456840 


1719. L19.gz43 219471 


F 


M00056048D:B09 


T T/^^ Tk. T 1 

UC2-NormColon 


\ 1122 


467255 


1719.P19.gz43_2 19475 


F 


M00056054A:E03 


T T/~»0 XT f~~^ 1 


1123 


645530 


■ 1 7 19.C20.gz43_2 1 9478 


F 


M00056037A:D11 


UC2-NormColon 


1124 


648390 


1719.A2i:gz43_219492 


F 


■» J #AAAC/'AO/4 /o T TA A 

M00056034C:H09 


UC2-NormColon 


1125 


467597 


1 7 1 9. B2 1 gz43_2 1 9493 


F 


» f AAAC /m ZT\.^ 1 A 

M()0()56035D:G10 


y C2-N ormColon 


1126 


468330 


1719.D21.gz43 219495 


■ F: 


M0005 603 8 D. r 03 


. yCz-JNormColon 


1127. 


454438 


1 T.I f\ T""V1 A1 ' ^ 1 C\ A r\ZT 

17 19.E2 1 .gz43_2 19496 


■ P 




U Cz-IN ormL/Oion 


i i oft 

; 1 I/O 




17 i q t? i. cit^x 1 1 Qsnn 

1 / 1 y.iz 1 .gZHJ> ziH7jyv 


- x - 






1129 


558439 


1719.M21 gz43_2 19504 


F 


M00056050A:D02 


UC2-NormColon 


1130 


595066 


1719.N21.gz43 219505 


• F 


MO0O56O5 1C:C09 


UC2-NormColon 


1131 


646687 


1719E22.gz43_219512 


F 


M00056040C.C12 


UC2-NormColon 


1132 


452026 


1719 H22 gz43 219515 


F 


M00056044D:F01 ,. 


UC2-NormColon 


1133 


639255 


I719.K22.gz43_219518 


!.: f 


M00056047CE03 


UC2-NormC6lon 


1134 


612572:. 


17!9:L22.gz43 .219519 


F 


M0()()56049A:Cn 


UC2-NormCoIon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 


CLONE ID 


LIBRARY 


1135 


641786 


I719.022.gz43_2 19522 


F ; . 


M00056052D:GOI 


UC2-NormCoIon 


1136 


647306 


17 19.P22.gz43 .219523 


F 


M00056054A:G07 


UC2-NormColon 


1137 


640559 


1 7 1 9. A23.gz43_2 1 9524 


F 


M00056d34D:E09 


UC2-NormColon 


1138 


550365 


1719.D23.gz43 219527 


. F/>' 


M00056039A.A02 


LJC2-NormColon 


1 139 


462293 


■ 17 19.123 gz43_2 19532 ' 


F ■ ' 


M00056045D:E06 


UC2-NormColon 


1140 


587106 


l719.N23.gz43_219537 


F 


M00056051C:H09 


UC2-NormColon 


1141 


483266 


1719.F24.gz43 219545 


F : 


M00056042B.B05 


UC2-NprmColon 


1142 


490898 


1719.G24.gz43_2 19546 


: F V 


M00056043C:G03 


UC2-NormColon 


1143 


640603 


1719.N24.gz43 _219553 


F 


M00056051DA07 


UC2-NormColon 


1144 


643510 


1720G01.gz43_2 19562 


F 


M00056062D:F12 


UC2-NormColon 


1145 


645049 


. 1720.A02.gz43_2 19572 


F 


M00056()54B:G05 


UC2-NormColon 


1146 


466795 


1720.C02.gz43_2 19574 


F .' 


M00056057B:D01 


UC2-NorniColon 


1147 


14157 


1720.102.gz43 219580 


' F: ; - 


M00056066B:H04 


UC2-NormColon 


1 148 


558494 


1 720. A04.gz43_2 19604 


- -F-; 


M00056054C:C09 


UC2-NormColon 


1149 


644927 


1720 G04.gz43_2 19606 


F 


M00056057B:E12 


UC2-NormColon 


1150 


648688 


1720.C05.gz43 .219622 


F 


M00056057C:B02 


UC2-NormColon 


1151 


454906 


1 720. A06.gz43_2 19636 


'"■ ' F . ' 


M00056054C:E12 


UC2-NprmColon 


1152 


644597 


1720D06.gz43_2 19639 


F 


M00056059A:A02 


UC2-NormCplon 


1153 


; 460047 


1720.K06.gz43_2 19646 


F 


M00056069A:F01 


UC2-NbrmColon 


1154 


62053 


1720.C08.gz43 219670 


F 


M00056057C:D06 


UC2-NormColon 


1155 


649054 


1720.D08.gz43_2 19671. 


F 


M00056059A:B01 


UC2-NormColon 


1156 


644225 


1 720. K08:gz43_2 19678 


F 


M00056069AF06 


UC2-NormCp}on 


1157 


. 447635 


1720.C09.gz43 219686 


F 


M00056057C;E01 


UC2-NormCoton 


1158 


642166 


1720E10.gz43_2 19704 


F 


M00056060D:H11 


UC2-NormColon 


1159 


473007 


1720Dll.gz43_219719 


F 


M00056059B:D10 


UC2-NormColon 


1160 


551181 


I720.Mll.gz43 219728 


:■ F 


M00056072B:C06 


UC2-NormColon 


1161 


644928 


1720.C12.gz43_2 19734 


F 


M00056057C:E12 


UC2-NormColon 


1162 


644916 


1720.E12.gz43_2 19736 


F 


M00056061A:E05 


UC2-NormColon 


1 163 


644701 


1720.L12.gz43_2 19743 


F 


M00056070C:B09 


UC2 -NormColon 


1164 


487567 


1720O12.gz43_219746 


F 


M00056074C:H08 


UC2-NormColon 


1165 


641801 


1720.E13.gz43_2 19752 


F 


M00056061B:A03 


UC2-NprmCoIon 


1166 


651108 


1 720.01 3. gz43_2 19762 


F 


M00056074C:H09 


UC2-NormColon 


1167 


447676 


1720.A14.gz43 219764 


F 


M00056055A:E04 


UC2-NormColon 


1168 


645076 


1720.K14.gz43_219774 


F 


M00056069B:E04 


UC2-NormColon 


1169 


641469 


1720.C15.gz43_219782 


F 


M00056057D:E11 


UC2-NormColon 


1170 


375577 


1720G15.gz43_219786 


F 


M00056063C:F10 


UC2-NormCoIon 


1171 


558154 


1720C16.gz43_219798 


F 


M00056058AB07 


UC2-NormColon 


1172 


650549 


1720.G16.gz43_2 19802 


F 


M00056063C:G11 


UC2-NormColon 


1173 


461351 


1720.1 16gz43_2 19804 


F 


M00056066D:G04 


UC2-NormCoIon 


1174 


640818 


1720.Al8.gz43_2 19828 


F 


; M00056055B:B06 


l UC2-NormColon 


1175 


455716 


1720-H8.gz43_2 19836 


F 


M00056067AA12 


UC2-NormColon 


1176 


644822 


1720.J18.gz43 219837 


F 


M00056068D:A06 


UC2-NormColon 
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SEQ 
ID NO 


CLUSTER 


: *f": : "• ' : ." . ' . : : •'• - ' , 
SEQ NAME 


ORIEN 
T 


CLONE ID ';. 


; ; ; v : ■■ ■ :■'['■ 

LIBRARY 


1177 


467780 


I720.C19.gz43 .219846 




M00056058A:F08 


UC2-NormColon 


1178 


446415 


.1 720. F20.gz43_2 19865 


F . 


M00056062D:D08 


UC2-NormColon 


1179 


553923 


1720.H20.gz43 219867 


F 


M0()056066A:D03 


UC2-NormColon 


1180 


645900 


.1720.12 l.gz43_2 19884 . 




M00056067B:D08 - 


UC2-NormCoIon 


1181 


649364 


1720.M21.gz43_219888 


F 


, M00056072D:E08 


UC2-NormColon 


1182 


643348 


1 720 N23.gz43_2 19921 


F 


M00056074B.D12 


UC2-NormColon 


1183 


648654 


J73l.A01.gz43_219940 


F - 


M00056120C.H04 


UC2-NormColon 


1184 


648547 


1731.C01.gz43 219942 


F 


M00()56123B:G05 


UC2-NormColon 


1185 


463824 


173 1. 10 l.gz43_2 19948 


F 


M00056133D:D09 


UC2-NormColon 


1186 


648721 


J731.N01.gz43 2 J 9953 


F 


M00056140C:E04 


UC2-NormColon 


1187 


648481 


173 l,O01.gz43_2 19954 


F 


M00056142A:F03 


UC2-NormColon 


1188 


644037 ■ 


1 73 l.A02.gz43_2 19956 


F 


M00056120D:F01 


UC2-NormColon 


1189 


635354 


1731 H02.gz43_2 19963 


F 


M00056132B:C12 


UC2-NormColon 


1190 


711493 


1 73 l.J02.gz43_2 19965 . 


F 


M00056134D:G07 


UC2-NormColon 


.1191 


.648742 


I73I.L02.gz43_2I9967 


■ F ■ 


M00056137D.H05 


UC2-NormColon 


1192 


476380 


1731.F03.gz43 219977 


F "• 


M00056129C:F09 


UC2-NormColpn 


1193 


649617 


1731.J03.gz43 219981 j 


F 


M00056134D:G11 . 


UC2-NormColon 


1194 


639555 


173 l.B04.gz43_2 19989 


F 


M00056122B:A07 


UC2-NormColon 


1195 


465127 


l731.D04.gz43 219991 


F 


M00O56125B:FOl 


UC2-NormColon 


■1196 


458938 


1 73 l.L04.gz43_2 19999 


F 


M00056138A:B11 ,. 


UC2-NormColon 


1197 


453726 


1731.G05.gz43_220()10 


F 


M00056131A:E09 


UC2-NormColon 


1198 


557026 


1731H06.gz43_220027 


F 


M00056132C:F04 


UC2-NormColon 


1199 


. 422242 


1731.D07.gz43 220039 


F 


M00056127A:AlO 


UC2-NormColon 


1200 


456985 


1731.E07.gz43_220040 


F 


M00056128B:A07 


UC2-NormColon 


1201 


640695 


173 1. 107. gz43 .220044 


F 


. Md0056134A:D04 


UC2-NormColon 


1202 


627515 


1731.B08.gz43_220053 


F 


M00056122B:G09 


UC2-NormCoIori 


1203 


648341 


1731.M08.gz43_220064 


F 


M00056139D:E05 


UC2-NormColon 


1204 


464990 


1731.A()9.gz43_220068 


F 


M00056121A:E05 


UC2-NormColon 


1205 


459521: 


I73I.J10.gz43_220093 


F 


M00056135B.-E03 


UC2-NormColon 


1206 


549691 


1731.L10.gz43 220095 


F 


M00056138B:F05 


UC2-NormColon 


1207 


514838 


173l:M10.gz43_220096 


F 


M00056139D:H04 


UC2-NormColon 


1208 


452738 


1731.O10;gz43_220098 


F 


M00056142C:A09 


UC2-NonnColon 


1209 


644928 


1731.Dil.gz43_220103 


F 


M00056127A:H03 


UC2-NormColon 


1210 


460190 


1731:B12.gz43_220117 


F 


M00056122C:M12 


UC2-NormColon 


1211 


562378 


1731G12.gz43_220122 


:': F 


M00056131B:E01 


UC2-NormColon . 


1212 


647949 


173 l.P12.gz43. 220131 


F 


M00056144D:C05 


UC2-NormColon 


1213 


557419 


. 1731.B13.gz43 .220133 


F 


M00056122D:B07 


UC2-NormColon 


1214 


638934 


1731D13.gz43_220135 


F 


M00056127B:Ell 


UC2-NormColon 


1215 


646785 


1731.F13.gz43 220137 


F 


M00056130B;E11 


UC2-NormColon 


1216 


647248 


l731.El4.gz43_220152 


F 


M00056128C:F02 


UC2-NonnColon 


1217 


■ 470006 


1731.114gz43_220l56 


F 


M00056134C:C06 


;UC2-NormColon 


1218 


648311 


1731.K14.gz43_220158 


F 


M00056137B:F07 


UC2-NormColon 



SEQ 
ID NO 


CLUSTER 


j-'i- ' :';''_:•']'■':■■ '■ ■ 

- ' - S'EiQNAME'; • 


ORIEN 
T 


CLONE ID 


' ' • .. ■ " • ; ; 

LIBRARY 


1219 


649299 


4731 F15.gz43_220 169 


E 


M00056130C:Cl2 


UC2-NormColon 


1220 


478393 


I731.K15.gz43_220174 


F 


M00056137B:F11 


UC2-NormColon 


1221 


647290 


l731.F16.gz43 220185 


F ;'. 


M00056130C:F08 


UC2-NormColon 


1222 


649735 


1731G16.gz43_220186 


F 


M00056131C:H03 


UC2-NormColon 


1223 


646039 


173l.J16.gz43_220I89 


. F 


M00056I35C:C05 


UC2~NormColon 


1224 


646581 


1731:Ml6.gz43_220192 


' F 


M00056140A:F12 


UC2~NormCoion 


-1225 


470667 


1731.N16.gz43_220l93 


■ : F •'. 


M00056141C:H01 


UC2-NormColon 


1226 


642650 


173l.Jl7.gz43_220205 


■ " f 


M00056135C:C08 


UC2-NormCoIon 


1227 


642275 


1731.K17.gz43_220206 




M00056137C:A01 


UC2-NormColon 


1228 


651015 


173 1 .L 1 7.gz43_220207 


F ; 


M00056138D.G08 


UC2~NormColon 


1229 


642936 


l73l.H18.gz43 220219 


F 


M00056133B.F01 


UC2-NormColori 


1230 


642204 


1731A19.gz43_220228 




M00056I21D:A12 


UC2-NormColon 


1231 


557867 


1731.J19.gz43 220237 


F 


M00056135C:H06 


lJC2-NormColon 


1232 


639395 


1 73 l.K19.gz43V 220238 


F 


M00056137C:E01 


UC2-NormColon 


1233 


645367 


1731.K20.gz43 220254 


F 


M00056137C:G02 


UC2-NprmColon 


1234 


647232 


1731.L20.gz43_220255 


F 


M00056139A:D12 


UC2-NormColon 


1235 


647431 


l731.E21.gz43 220264 


: f 


M00056129A:G01 


UC2-NormColon 


1236: 


: 708175 


1731.I21.gz43 220268 


F 


M00056134D:B07 


UG2-NormColon 


1237 


503122 


; 173 l.A22.gz43_220276 


F 


M00056122A:A05 


UC2-NormColon 


1238 


515350 


1731.C22.gz43_220278 


F 


M00056124D.F06 


UC2-NormColon 


1239 


556336 


1 73 l.F22.gz43 220281 


F 


M00056130D.E06 


UC2«.NormColon 


1240 


589098 


1731.A23.gz43_220292 


F 


M00056122A.B05 


UC2~NormColon 


1241 


531461 


1731.B23.gz43_220293 


F 


M00056123B:F02 ... 


UC2-NormColon 


1242 


455808 


•173I.C23.gz43_220294 


F 


M00056124D:G03 


UC2-NormCbIon 


1243 


643510; 


173l.D23.gz43 220295 


F . 


M00056127D-.G10 


UG2-NormCoIbn 


1244 


648996 


1731.J23.gz43_220301 


F 


M00056136A:B11 


UC2-NormColon 


1245 


446164 


1731.N23.gz43_220305 


F 


M0005614ID:E08 


UC2-NormCoIon 


1246 


419114 


1731. 023. gz43 220306 


F 


M00056143A;H08 


UC2-NormColon 


1247 


648076 


173 1. A24.gz43 220308 


F 


M00056122A.D02 


UC2-NormCoion 


1248 


649482 


1731.124.gz43_220316 


. - F 


M00056134D:F02 


UC2-NormColon 


1249 


646323 


1732H01.gz43_220331 


F 


M00056155B.A02 


UC2-NormColon 


1250. 


550714 


1732A05.gz43_220388 


. F ■ 


M00056146A.A09 


UC2-NormColon 


1251 


649482 


; 1732.J05.gz43_220397 


■ F 


M00056158C:D11 


UC2-NormColon 


1252 


650987 


1732.J06.gz43_220413 


F 


M00056I58C:F09 


UC2-NormColon 


1253 


644221 


1732.F07.gz43_220425 




M00056153A.G04 


UC2-NonnColon 


1254 


647412 


1732.M07.gz43_220432 


• . : f . 


M00056162C:F02 


UC2-NormColon 


1255 


416624 


1732.108 .gz43_220444 


F '■. 


M00056157A:B11 


UC2-NormColon 


1256 


> 644801 


1732.E09 gz43_220457 


;. F : 


M00056153A:H07 


UC2-NormColon 


1257; 


650249 


I732:(il0.gz43 220474 


- ■:¥;■■' 


M00056154B:F11 


UC2-NormColon 


1258 


465734. 


1732.CH.gz43_220486 


F 


M00056149C:A02 


UC2^NormColon 


1259 


605761 


1732.Ell .gz43. 220488 


' F 


M00056152A:B11 


UC2,NormColon 


. 1260 


; 649782 


1732 Mll.gz43_220496 


F 


M00056162D:A01 


UC2-NormColon 
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Table 2 



SEQ 






ORIEN 






ID NO 


CLUSTER 


SEQ NAME 




CLONE ID . 


LIBRARY 


1261 


449956 


L732.A12.gz43_220500 


F 


M00056146A:H09 


UC2-NormColon 


1262 


642244. 


1 732.1 12.gz43_220508 


F 


M00056157B.A08 


UC2-NormColon 


1263 


650348 


1732.L12.gz43_220511 


■ F 


M00056161C.G06 


UC2-NormColon 


,1264 


461135. 


1732.EI3.gz43_220520 


F 


M00056152A:D07 


UC2-NormColon 


1265 


16092 


1732.L13.gz43_220527 


F 


M00056161C:H10 


UC2-NormColon 


1266 


650116 


1732.M13.gz43 ,220528 


F 


M00056162D:D03 


UC2-NormColon 


1267 


.650534 


1 732.0 13.gz43 220530 


■ " - . F ,' ; 


M00056165C:B11 . 


UC2-NormColGn 


, 1268 


640634 


1732.A14.gz43_220532 


,; -IF.;'--- 


M00056146B:E05 


UC2-NormColon 


1269 


446184 


1732.1l4.gz43_220540 




M00056157B-.H06 


UC2-NormColon 


1270 


. 380477 . 


1732.M14.gz43_220544 


■ F 


M00056162D.D06 


UC2-NormColon 


1271. 


463966 


1732.K15.gz43 220558 


■ ;F-'": 


M00056160C:F12 


UC2-NormCoion 


1272 


649578 


1732.0 15gz43_220562 


' F 


Mb0056165D:D09 


UC2-NormColon 


1273 


650877 


. 1732C16.gz43_220566 


F .; 


M00056149C.E10 " 


UC2-NormColon 


1274 


449882 


1732 F16.gz43_220569 


f 


M00056153B:F11 


yC2-NormCoion 


1275 


650909 


1732.J16.gz43_220573 


F 


M00056159A:E03 . 


UC2-NormColon 


1276 


: 645100 


1732.K16.gz43 .220574 


- f- 


M00056160C:G01 


UC2-NormColoii 


1277 


649883 


1732.M17.gz43 .220592 


F 


M00056163A:B10 


UC2-NormColon 


1278 


554581 


1 732.1 19:gz43_220620 


F 


M00056I57C.E10 


UC2-NormColon 


1279; 


467972 


1732Ll9:gz43_220623 


F 


M00056162A:B06 


UC2-NormCoIon 


1280 


488592 


1732.A20.gz43 220628 


f 


M00056146D:D04 


UC2-NormColon 


1281 


651075 


1732.E20.gz43_220632 


=': F 


M00056152C:G08 


UC2-NormColon 


1282 


649991 


1732.K20.gz43 220638 


: F ; v 


M00056 160D:C06 


UC2-NormCoIon 


1283 


649947 


1732L20.gz43_220639 


. F 


M00056162A:C09 


UC2-NormColon 


1284 


224092 


1732.N20.gz43_220641 


F 


M00056164A:I103 


UC2-NormColon 


1285 


555634 


1732.L21.gz43 220655 


■ F:.-:' 


M00056162A.E09 


UC2-NonnColon 


1286 


639485 


1732.C22.gz43 220662 


: F 


M00056149D:F06 


UC2-NormCoion 


1287 


646596. 


1732.123.gz43_220684 


F 


M00056157D:II08 


UC2-NormColon 


1288 


459260 ~ : 


1732.J23.gz43_220685 


F 


M00056159C.C11 


UC2-NormColon 


1289 


634409 


1732.L23.gz43 .220687 


F 


M00056162A:F01 


UC2-NormColon 


1290 


650820 


1732.C24.gz43 220694 


F 


M00056150A:E04 


UC2-NormCoIon 


1291 


559349 


1741.M0l.gz43 220720 


F 


M00056184C:C07 


UC2-NormColon 


1292 


650063 


174I.D02.gz43 220727. 


F 


M00056171C:A08 


UC2-NprmColon 


1293 


492982 


1741.J02.gz43_220733 


F 


M00056180B.D05 


UC2-NormColon 


1294 


557353' 


1741.K02.gz43 220734 


F 


M00056182A:B04 


UC2-NormCoIon 


1295 


649299 


;1741.G03.gz43_220746 




M00056175D:E05 


UC2-NormColon 


; 1296 


648063 


1741F04.gz43_220761 


\ F 


M00056174C:H09 


UC2-NormColon 


. 1297 


641 193 


174I.J04.gz43 220765 


F 


M00056180B:F11 


UC2-NormColon 


1298 


561856 


1741.L04.gz43^220767. 


F 


M00056183B:G11 


UC2-NormColon 


1299 


642631 


1 74 l.M04.gz43 220768 


F 


M00056184C:E08 


UC2-NormColon 


1300 


648344 


1741.P04.gz43 220771 


F 


M00056188B.E07 


UC2-NormColon 


1301 


458085 


174T,B05.gz43_220773 


F : 


M00056169C:F07 


: UC2-NormCoIon 


1302 


' 394772 


1 74 l.C06.gz43 220790 


F 


M00056170C:C09 


UC2-NormColon 



1,03 



TFI MO 
ILJ 1NU 


" ' ' /-" ' - . *.'•' 
CLUSTER 


Cr? f~\ XT A A li XI ' 

bEQ NAME 


UKibiN 

T 


"'."/■'.' 

CLONE ID ■ 


LIBRARY 


1303 


646699 


I741.E07.gz43_220808 


r : F 


M00056173D:C05 


UC2-NormCoIon 


1304 


593173 


174l.G07.gz43 220810 


F 


M00056176A:D06 


UC2-NormColon 


1305 


. 643206 


1741.K07.gz43_220814 


F 


M00056182A:G11 


UC2-NonnColon 


1306 


646309 


174l.M07.gz43 220816 


■ F • 


M00056184C.1I03 


UC2-NormColon 


1307 


553023 


1741.N07.gz43_220817 


F 


M00056185DG01 


UC2-NormColon 


1308 


649705 ; 


174I.O07.gz43_220818 


F 


M00056186D.G05 


UC2-NormColon 


1309 


555771 


1 74 l .B08.gz43 .220821 


F 


M00056169D.A03 


UC2-NormCplon 


1310 


379805 


1 741. 108. gz43 220828 


- 


M00056179A:D12 


UC2-NormColon 


1311 


710362 


1741 L08.gz43_220831 


F 


M60056I83C:F01 


UC2-NormCoIon 


1312 


650188 


1741.P08.gz43_220835 


F 


M00056188C:D02 


UC2-NormColon 


1313. 


649795 


l741.A09.gz43 220836 


F 


M00056168CA05 


UC2-NormColon 


1314 


•460506 : 


1741.K09.gz43_220846 


F 


M00056182B.G12 


UC2-NormColon 


1315 


502683 


174l.N09.gz43 220849 


. F : 


M00()56185D:D06 


UC2-NormCoIon 


1316 


.453768 . 


1741.Fl0.gz43_220857 


■ F ' 


M00056175A:A06 


UC2-NormColon 


1317 


•457272 


1741G10.gz43_220858 


F 


M00056176B:B05 


UC2-NormColon 


1318 


378694 


1741.J10.gz43_22086i 


; F 


M00056180D:E06 


UC2-NormColon 


1319 


649136 


1741.Fll.gz43_220873 


F 


M00056175A:C04 


UC2-NormColon 


1320 


555655 


1741.MU.gz43_220880 


F 


M00056184D:D06 


UC2-NormColon 


1321 


648777 


1741B12.gz43_220885 


F 


M00056169D:D05 


UC2-NormColon 


1322' 


; 446289 


1741.Gl2.gz43_220890 


F 


:M000561'76B:E10 


UC2-NormColon 


1323 


449452 


1741 J12.gz43_220893 . 


F 


M00056180D:F05 


UC2-NormColon- 


1324 


648665 


1741.P12.gz43_220899 


F 


M00056188C:H04 


UC2-NormColon 


1325 


561747 


1741.D14.gz43_220919 


F 


M00056172A.H06 


UC2-NormColon 


1326 


646915 


1741.E14.gz43_220920 


. F 


M00056174B:D02 


UC2-NormColon 


1327 


648865 


1741G14.gz43_220922 


F 


M00056176C:B11 


UC2-NormColon 


1328 


639886 


1741.114.gz43_220924 


F 


M00056179B.H12 


UC2-NormColon 


1329 


183842 


174l.J14.gz43_220925 


F 


M00056180D:G07 


UG2-NormColon 


1330 


469409 


!741.K14.gz43_220926 


F 


M00056182C:F08 


UC2-NormCoIon 


1331 


649702 


1741.L14.gz43_220927 


F 


M00056184A:B11 


UC2-NormColon 


1332 


646581 


1741.N14.gz43_220929 


F 


M00056186A:B09 


UC2-NormColon 


1333 


638730 


I741.H15.gz43_220939 


F 


M00056178B:AII 


UC2-NormColon 


1334 


641525 


1741.K15 .gz43 .220942 


F 


M00056182D:A07 


UC2-NormColon 


1335 


650800 


1741.B16.gz43J220949 


. F . . 


M00056169D:H05 


UC2-NormColon 


1336 


647086 


1741E16.gz43_220952 


F 


: M00056174B:E02 -. 


UC2-NormColon 


1337 


471836 


174l.J16.gz43 .220957 


F 


M00056181A:BO5 


UC2-NormColon 


1338 


640285 


1741E17.gz43_220968 


F 


M00056174B:E04 


UC2-NormColon 


1339 


459923 


1741.H17 gz43_220971 


F 


M00056178B:H08 


UC2-NonnColon 


1340 


452729 


1741.J17.gz43_220973 


F 


M00056181A:E07 


UC2-NormColon 


1341 


209414 


1741H18.gz43_220987 


F 


M00056178C:C02 


UC2-NormCoIon 


" 1342 


463487 


1741.L18.gz43_220991 


F 


M00056184B:D08 


UC2-NormColon 


1343 


645288 


■ 1741.F19.gz43 221001 


F 


M00056175C:A10 


UC2-NormColon 


1344 


640514 


174l.J19.gz43_221005 


F 


M00056181B:B02- 


UC2-NormColon 
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Table 2 i 



SEQ 
ID NO 


CLUSTER 


t'i- SEQ NAME 


ORIEN 


CLONE ID 


LIBRARY 


1345 


; 459974 : 


i741.K19.gz43_221006 


F 


M00056183A.B09 


L/C2-NormColon 


1346 


465594 


I741.P19.gz43_221011 


■■■-Fx 


M00056189B:A01 


UC2-NormColon 


1347 


646173 


1741 C20gz43_221014 


F 


M00056171A:H01 


UC2-NormColon 


1348 


557010 


1741 F.20.gz43_22I()l6 


• .-. Fv ; 


M00056174B:H11 


UG2-NormColon 


1349 


650146 


1 74 l.F20.gz43 221017 


V F 


M00056175C.B11 


UC2-NormCoion 


1350 


499690. 


1741,G20.gz43_221018 


: F 


: M00056177A:D12 


UC2-NormColon 


1351 


584745 


1741.H2().gz43_221019 


•. F .' 


M00056178C:E12 


UC2-NormColon 


1352 


446987 


1741L20.gz43_221023. 


F 


M00056184B.H08 


UC2-NormColon 


1353 


458,683 


1741.A21.gz43 221028 


. F 


M00056169B:C02 


UC2-NormColon 


1354 


640922 


174 l.H21.gz43_22 1035 


' ■ F 


M00056178CF02 


yG2-NormColon 


1355 


561793 


174 l.J21.gz43_22 1037 


-■• F 


M00056181B:EH 


UC2-NormColon 


1356 


.641945 


174 1.02 l.gz43_22 1042 


F 


M()0056188A:E05 


UC2-NormCoIon 


1357 


645578 


1741.J22.gz43 221053 


F 


M00056181C.D02 


UC2-NormColon 


1358 


647688 


1741.L22.gz43_221055 


F 


M00056184CA09 


UC2-NormColon 


1359 


610986 


1741G23.gz43_221066 


F 


M00056177A.H01 


UC2-NormColon 


1360 


644053 


174 1.123:gz43_22 1068 


■" F 


M000561X0BA06 


: UC2-NonhCpIon 


1361 


639132 


1741.M23.gz43 221072 


F :■: 


M00056185B:B06 


UC2 -NormColon 


1362 


642256 


174 l.B24.gz43 221077 . 


, f '.; 


M00056170B:B09 


UC2-NormColon 


1363 


648820 


1741.F24.gz43. 221081 


. F 


M00056175D:A06 


UC2-NormColon 


1364 


650975 


1741.L24.gz43 .221087 


- F 


' M00056I84C:C03 


UC2-NormCoJon 


1365 


644801 


1741.N24.gz43 221089 


• F 


M00056186B.H09' 


UC2-NormColon 


1366 


637387 


1742.G0 1 gz43_22 1098 


F 


M00056198A:B05 


; UC2-NormColon 


1367 


642118 


1742.P01 gz43_221107 


F 


M00056212C:C09 


UC2-NormColon 


1368 


397363. 


1742.F()3.gz43_22lI29 


y r F ■: 


M00056196C:B03 


UC2-NormColqn 


1369 


463168 


l742.J03.gz43_221133 


'; F 


M00056203D:F05 


UC2-NormColoTi 


1370 


172843 


1742.M03.gz43_221136 


F ' 


M00056208B:C10 


UC2-NormColon 


1371 


570939 


1742.J04.gz43_221149 


F 


M00056203D:H03 


UC2-NormColon 


1372 


.463545 


. 1742.L04.gz43_221 151 


: -'F.: 


M00056206D:F07 


UG2-NormColon 


1373 


456920 / 


1742.J05.gz43 221165 


F 


M00056204A:B08 


UC2-NormColon 


1374 


644916 


1742.E06.gz43_221176 


F 


M00056195C:F12 


UC2-NormColon 


1375 


559955 


1742,M06.gz43_221184 


F 


M00056208CA10 


UC2-NormCoIon 


1376 


.453762; 


1 742. B08.gz43 221205 


: F 


M00056191B:E08 


UC2-NormColon 


1377 


640913 


I742.108.gz43_22l212 


F 


M00056201C:C03 


UC2-NormColon 


1378 


648590: 


1742.F09.gz43 . 22 1225 




M00056196C.G12 


UC^NormColon 


1379 


470801 


,1742.N09.gz43. 221233 


F 


M00056210B:Cll 


UC2-NormColon 


1380 


645223 


1 742. Mll.gz43_22 1264 


. F 


; M00056208DA12 


UC2-NonriColon 


1381 


649402 


1742.E 1 2.gz43_22 1272 . 


F 


M00056195D:D07 


UC2-NormCoIon 


1382 


649354 


1742.N12:gz43_221281 


F 


M00056210B:E03 


UG2-NormColon 


1383 


650756 


1742.K15.gz43 221326 


F 


M00056205D:G04 


UC2-NormCblon 


1384 


648754 


1742.J18.gz43_221373 


F 


: M00056204C:HI2 


UC2-NormColon 


1385 


645177 


1742.K19.gz43_221390 


y f 


f M00056206B:A10 


UC2-NormColon 


1386 


507050 


1742.M19.gz43_221392 




M00056209B:D02. 


UG2-NormColon 
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SEQ 
ID NO 


CLUSTER 


■ '- • • •-■ '■' ■ .. ' f ' 7 

SF.Q NAME 


ORIEN 


CLONE ID 


LIBRARY 


1387 


646275 


1742.P19.gz43_221395 


F 


M00056213C:C01 


UG2-NormColon 


1388 


574166 


1743. HO l.gz43_22 1483 




M0OO56223A.D1O 


UC2-NormColon 


1389 


649709 


I743.I103.gz43 221515 


■ F 


M00056223A:H07 


UC2-NormCoIon 


1390 


648155 


... 1743.C04_,z43 221526 


F 


. M00056217A:H1 1 


UC2-NormColon 


1391 


578718 


1743.K04.gz43_221534 


■vF: 


M00056227D:A02 


UC2-NormColon 


1392 


649272 


l743.N04:gz43_221537 " 


•fF'- ; 


M00056232C;E06 


UC2-NormColon 


1393 


648351 


1 743. DOS .gz.43 221543 


•••;.f,' : 


M00056218C:C02 


UC2-NormColon 


1394 


618670 


1 743.106 gz43_22 1564 


F 


M00056225B:A 1 1 


UC2-NormCoion 


1395 


706245 


1743.P07.gz43_221587 


:. 


M00056236A:G12 


UC2-NormCoIon 


1396 


638807 


1 743. A08.gz43 221588 


F 


M00056214B:H03 


UC2-NormColon 


1397 


562359 


1743. C09.gz43__22 1606 


.•NF: 


; M00056217B:G03 


UC2-NormCoion 


1398 


447892 


1743.K09.gz43_2216l4 


V. 


M00056228A-.A02 


UC2-NormColon 


1399 


502413 


1743.N09.gz43_221617 




M00056232D.C08 


UC2-NormColon 


1400 


499517 


1743.A10.gz43_221620 




M00O56214C:A04 . 


UC2~NormGolon 


1401 


570052 


1743.Gll.gz43 221642 


F 


M00056222A:E05 


UC2-NormCplon 


1402 


649351 


1743.Mll.gz43 221648 




M00056231B.E01 


UC2-NormColon 


1403 


650975 


1 743 .A 16.gz43. 221716 




M00056214D:F05 


UC2-NormCoion 


1404 


562625 


1743.C16.gz43 221718 ; 


F 


M00O56217D:BO7 


UC2-NormColon 


1405 


.644916 


1743.El6.gz43_221720 . 


.::' :F; 


M00056220A.H04 


UC2TNormColon 


1406 


33738 


I743.Ll6.gz43_22I727 


.: f 


M00056229C.F05 


UC2-NormColon 


1407 


645549 


1743.H17.gz43 221739 


viv-x : 


M00056224B:F01 


UC2-NormColon 


1408 


45 1487 


1 743. M21.gz43_22 1808 




M00056232B.A11 


UC2-NormColon 


1409 


448780 j 


1743.C22.gz43_2218l4 


F 


M00056218A:G11 


UC2-NormColon 


1410 


648816 | 


1743. 022. gz43_22 1826 


F 


M00056235A:C12 


UC2-NormColon 


1411 


648989 


1 743 .G23.gz43_22 1834 


F 


M00056223A:B 1 1 


UC2-NormColon 


1412 


453470 


1743.H23.gz43_221835 


F 


M00056224D:E08 


UC2-NormColon 


1413 


649030 


1 743 ,M23.gz43_22 1840 


- F 


. M00056232B:C04 


UC2-NormColon 


1414 


• 442347 


1 743 G24.gz43_22 1850 


F 


M00056223A:C03 


UC2-NormColon 


1415 


645271 


1744.O01.gz43 221874 


F 


M00056256A:C02 


UC2-NormColon 


1416 


645872 


1744.J02.gz43 221885 


F : 


M00056249A:H07 


UC2-NormColon 


1417 


65105 1 


1744.N02.gz43_.22 1889 


' F 


M00056254A:F04 


UC2-NormColon 


1418 


650463 


1744.F03.gz43_221897 


r ¥':■■ 


M00056244AA01 


UC2-NormColon 


14J9 


506719 


1744.J03.gz43 221901 




M00056249B:C02 


UC2-NormColori 


1420 


648989 


1744.E04.gz43_221912 




M00056242D.A02 


UC2-NormCoion 


1421 


703978: 


1 744. A06.gz43_22 1940 




M00056237B:D04 


UC2-NormColon 


1422 


650661 


1 744. K07.gz43_22 1966 


; F. 


M00056250C:D05 


UC2-NormColon 


1423 


419255 


I744 ! H08.gz43_22l979 


F 


M00056246C:G07 


UC2-NormCoIon 


1424 


648996 


1744.M08.gz43_221984 


■■•V:F,---- 


M00056253A:F12 


UC2-NormColon 


1425 


451361 


1744.N09.gz43_222001 




M00056254D:C04 


UC2-NormColon 


1426 


15296 


1744.A10.gz43 222004. 


F •: 


M00056237C:C05 


UC2-NormColon 


1427 


649396 


1744.C10.gz43_222006 




M0005624()B:F08 


; UC2-NormColon 


1428 


650860 


1744:J10.gz43_ 222013 




M00056249C.E06 


UC2-NormColon 
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SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY ; 


1429 


643327 


1744.Ki4gz43_222078 


F • 


M00056251B:A!2 


UC2-NormColon 


1430 


639119 


1744.M14.gz43_222080 


F 


M00056253B:H04 


UC2-NormColon 


1431 


447272 


1744.C15.gz43_222086 


F 


M00056240D:II07 


UC2-NormColon 


; 1432 


452646 


1744K15.gz43_222094. 


F 


M0005625 1B:B07 


UC2-NprmColon 


1433 


637387 


1744.G17.gz43._222 122 


F 


M00056246A:E01 


UC2-NormColon 


1434 


162981 


1744.H17.gz43_222123 


F 


M00056247A:D02 


UC2-NormColon 


1435 


457221. 


1 744.H18.gz43 222139 


F 


M00056247A:F07 


UC2-NormColon 


1436 


.703217 


1744.M18.gz43__222144 


F 


M00056253C:C04 


UC2-NormColon 


1437 


559324 


1744N18.gz43_222145 


F 


M00()56255B:F09 


UC2-NormColon 


1438 


707483 


1744.Ai9.gz43_222148 


F 


M00056238A.A03 


UC2-NormColon 


1439 


464091 . 


1744.P19.gz43_222163 


F 


M00056258A.AU 


UC2-NormColon 


■ 1440 


645472 


; 1744.N20.gz43 222177 


F 


M00056255C.C04 


UC2-NormColon 


1441 


650018 


1744.H21.gz43_222187 


F 


M00056247B.C11 


UC2-NormColon 


1442 


651073 


1744.K22.gz43 222200 


; F 


M0Q056243C:G10 


UC2-NormColon 


1443 


•641874 


1744.M23.gz43_222224 


F 


M00056253D:G04 


UC2-NormColon 


1444 


610269 - 


1744P23.gz43_222227 


F 


M00056258A:E10 


UC2-NonnColon 


1445 


650463 


1744.F24.gz43 222233 


<■ F 


M00056245A:D11 


UC2-NormColon 


1446 


650919 


1744.I24.gz43 222236 


F 


M00056249A:Fll 


UC2-NormColon 


1447 


586794 


1744;K24.gz43_222238 


, f • 


M00056251C:H04 


UC2-NormColon 


1448 


642200 


1753 K02.gz43_222270 


F 


M00056273A:A07; 


UC2-NormColon 


1449 


645271 


1753.C03.gz43_222278 


F 


M00056261A:F12 


UC2-NormColpn 


1450 


528162 


; 1753.J04.gz43_222301 


: F ■ : 


M00056271C:C06 


UC2-NormColon 


1451 


648609 


1753.N05.gz43_222321 


F . 


M00056277B.G05 


UC2-NormColon 


1452 


213 


1753.D06.gz43_222327 


F 


M00()56262D:G08 


UC2-NormColon 


1453 


648063 


1753.E06.gz43_222328 


•■ E 


M00056264B:C03 


UC2-NormColon 


1454 


647828 


1753 I06.gz43_222332 


F 


M00056270A:B09 


UC2-NormColon 


1455 


476380 


1753.L06.gz43 222335 


•• . F 


M00056274D:E08 


UC2-NormColon 


1456 


649262 


1753.D10.gz43_222391 


F 


M00056263A:D08 


UC2-NormColon 


1457 


648590" 


I753.A.I2.gz43_222420 


F 


M00056258D:H06 


LfC2-NormCoIon 


1458 


557857 


1753.I12.gz43 222428 


F 


M00056270B-F02 | 


UC2-NormCplon 


1459 


; 649349 


;l753.P13.gz43_222451 


'■■ ' F - 


M00056280B:E09 


UC2-NGmiColon 


1460 


460245 '-' 


1753.B14.gz43_222453 


F 


M00056260C:EU 


UC2-NormColon 


1461 


648442 


1753 M14.gz43_222464 


F 


M00056276A.F05 ■; 


UC2-NormColon 


1462 


646609 


•!753.E15.gz43_ 222472 .' 


F 


M00056265A:E01 


UC2-NormColon 


1463 


562173 


1753.G15.gz43_222474 


F 


M00056267D.B09 


UC2-NormColon 


.1464 


555021 


1753.A17.gz43_22250() 


F 


M00056259A:E08 


UC2-NormColon 


;• 1465 


486452 


1753 D17.gz43_222503 


F 


M00056263B:E10 


UC2-NormColon 


1466 


507066 


1753:M17,gz43_222512 


• F 


M00056276D:B12 


UC2rNormColon 


1467 


649592. 


1 753. OI8.gz43 222530 


F 


: M00056279B.G06 


UC2-NormColon 


1468 


268336 


1753.C23.gz43_222598 


F 


M00056262B:B08 


UC2-NormColon 


1469 


509202' 


1753.P23.gz43 222611 


F 


M00056280D:C06 


UC2-NormColon 


1470 


459914 


1753.A24.gz43 .2226 12 


F 


M00056259C:E03 


UC2-NormColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 

T -• 


CLONE ID 


LIBRARY 


1471 


466894 


1753.124.gz43_222620 


F 


M00056271A:G04 


UC2-NormColpn 


1472 


647839 


l754.D07.gz43 222727 


F 


M00056285B:B01 


UC2-NormCoIon 


1473 


644862 


I754.I07.gz43_222732 


F . 


M00056292D:C06 


UC2-NormCoIon 


1474 


492587 


1754.K07.gz43_222734 


F 


M00056295C:F12 


UC2-NormColon 


1475. 


651057 


1754.M07.gz43_222736 


: F 


M00056298A:H02 


UC2-NormColon 


1476; 


554276 


1754.E10.gz43_222776: 




M00056286C:H08 


UC2-NormColon 


1477 


643984 


1754.N 1 0.gz43 222785 


F 


M00056299C:F06 


UC2-NormColon 


1478 


646060 


.1 754.11 12.gz43_2228 11 


';• f 


M00056291B-.G01 


UC2-NormColon 


1479 


.646387; 


1754.K12.gz43_222814 


F 


M00056296A:A07 


UC2-NormColon 


1480 ; 


462986 


T754.N12.gz43_222817 


! F 


M00056299D:A02 


UC2-NormGolon 


1481. 


598471 


1754.H19.gz43_222923 


F 


M 0005629 1C:C 11 


UG2-NormColon 


1482 


449882 


1754:11 9. gz43_222924 


F 


M00056293B:F02 


UC2-NormColon 


1483 


555998 


1754. F20.gz43 222937 


F 


M00056289B:E05 


UC2-NormColon 


1484 


4198,01: 


. 1754J20.gz43_222941 


F 


M00056294B-.G06 


UC2^NormColon 


1485 


647462 


1754.E21.gz43_222952 


F 


M00056287C.H08 


UC2-NormColon. 


I486 


648524 


1754.F21.gz43 222953 


, F 


M00056289B:F09 


UC2-NormColon 


1487 


462865 


.1 754. M22.gz43_222976 


F 


M00056298D.G01 


UC2-NorniColon 


1488 


645844 


1754.022.gz43_222978 


F -. 


M00056301C.H08 


UC2-NonnColon 


1489 


-556497 ' 


1754.C23.gz43_222982 


F 


M00056284C:A1 1 


UC2~NormColon 


1490 


467709 


1754.L23.gz43_222991 


■ 'V : f;. • 


M00056297D:B10 


UC2rNormColon 


1491 


559857 


1754.D24.gz43_222999 


••• F •: 


M00056286B:A04 


UC2-NormColon 


1492 


651115 


1754.N24.gz43_223009 


F , 


M00O56300B.A11 


UC2-NormColon 


1493 


644660 


1755.D05.gz43_223079 


F ; 


M00056307AF07 


UC2-NdnnColon 


1494 


647248 


I755.N05.gz43_223089 


F 


M00056329C-.B09 


UC2-NormColon 


1495 


,524261. 


1755.B06 gz43_223093 


F 


M00056305A:A02 


UC2-NormCoIon 


1496; 


556444 


1755 K06.gz43_223102^ 


F 


' M00056320C:E08 


UC2-NormCoion 


1497 


639378 


1755.M08.gz43^223136 


F • ' 


M00056326C:G07 


UC2-NormColon 


1498 


460929 


1755. 009:gz43_223 154 


F - 


M00056333A:E09 


UC2-NormColon 


1499 


642266 


1755. Kl0.gz43_223 166 


F 


M00056320D:F07 


UC2-NormColon 


1500V 


635062 


1755.11 l.gz43_223 180 


F 


M00056319A:A11 


UC2-NormColon 


: 1501 


644880 


1755.B14.gz43_223221 


F 


M00056305BF09 


UC2-NormColon 


1502 


452075 


l755.N14.gz43_223233 


F 


M00056330B:C02 


• UC2-NormColon 


1503 


557052 


1755 E15.gz43_223240 


F 


M00056310A:CiO 


UC2rNormGolon 


1504 


569195 


1755. Kl 5. gz4X 223246 


F 


M00056323A:G03 


UC2-NormColon 


1505 


444222 • 


1755.M16.gz43_223264 


F 


M00056328B:E07 


UC2-NormColon 


1506 


467364 


1755.A17.gz43_223268 


F 


M00056304A:H04 


UC2-NormColon 


1507 


446910 


1755.A18.gz43 .223284 


;. , f 


M00056304B:C05 


UC2-NormGolon 


1508 


447126 


1755.M19.gz43 223312 


' " F -: 


M00056328D:B01 


UC2-NormColon 


1509 


650639 


1755.D20.gz43_223319 


F 


MQ0056308A:C01 


UC2-NormColon 


1510 


641681 


1755.B22.gz43_223349 


- F " 


■ M00056305D:E08 . 


UC2-NormColon 


1511 


606129. 


1755.P24.gz43_223395 


.... p. ... 


- M00056338B:B08 


UC2-NormColon 


1512 


448412 


1766.A01.gz43 224099 


F 


M00042346A:B04 


UC2-PrimColon 



SEQ 
ID NO 


CLUSTER 


SEQ NAME : ; 


0RIEN 

.\<t;; 


CLONE ID 


LIBRARY 


is? ^ 

LJ ID 


48S737 
to JZJ / 


1766 F01 CT74T 774101 


p 


lYAvv/V ' Ja JL/ ..VJ V/Z . 


T fP7-PriTnPAlr*n 

u v^z-a nniv/Oion. 


1 S14 




1766 G0 1 tT741 7741 OS 


F 


M00047417RA 1 1 


u ^ z - a nrn v oion 


r s 1 S 


4K14S7 


■ 1766 H01 0741 774HS 

; 1 / UU.1 lVy J .gZ/T J iLTlJO 


F 


M00047410ADOO 


u v^z-ir nniv/Oion 


1 s 1 6 


448RQ7 


1766 A 00 ct 7 41 774777 


A. 


M00047146rrr17 


T Tr t 7-Pn"mPnlrtri 

u v^z- a rii II v^uiuii 


i si 7 


477707 


1 766 FIT 0741 2742QS 


'"■ ' F 


M0004741ir-HOS 


I TP7-PrimPn1nn 
\j \^ z - a rix riv> piu u 


i sift 

lJlO 


4S0717 


1766 TIO 0741 77410S 




M00042462AF17 


T Il^-PrimPnlnn 

U wZ ~X 1 11 1 1 v>- Ul \J1 1 


i j i y 


p. /. 0 1 ■ 


1 766 T7 1 0741 77447 X 


F 


M00047464 A F06 


Uv^Z A lllllVjUlvJll 




447177 


1766 M22 0741 724447 


F 


M00042470B H1 1 


VJ\^£* -A 1 lAlLV^wlVJli ■ 


1 JZ 1 


4^606 


1767 H01 cr 74V 724490 


F 


M00042764BB10 


TIC 7 -Prim Col on 




477101 

- i / Z 1 W 1 . 


1 767 O07 074T 724S 11 


F 


M00042777BB05 


I FC 2 -PrirnCoIon 

^JV^^< Jl 1 111 L\ ' VJ 1VJ1 1 


1 S7"* 


784S86 


1767 n01 0741 774S1X 

1 / VJ / .JL/V7 J .gZ*T J Z-4-"J AO 


F 


M000477S6RB01 


HO 2 -Prim Col o n 


IS 94 




1767 M01 o741 774S77 


i 


M00042773AH11 


UC2-PrimCo1on 


1S7S 


44071 S 


1767 A04 0741 774S11 


: F ' 

. A ■ < 


M00047S 1 SDR1 1 


T IC7-PrimCo1on 


1 S76 
iJZO 


17 874 Q 

IZ O / H!/ 


1767T04O741 774S10 i 


F 

A 


M00047766AD07 


I fC7-PrimOolon 

VJV^Z. I 1 1.1 H V^ VJ A VJ1 1 


1S77 


4S 1 087 


1 767 AOS o741 774 S47 

1 /OV ,/Vv/J.gZT-J ZZt 1 J*t / : 




1U00047S1 SD'GOl 


TIC 7 -Prim Col on 


1 S7 2 

1 JZo 


4487 S 1 


1767H0So741 774SS4 


F 


M00047764rR10 


T IC7-PrimColon 

' VJ v^. A 1 11 UV^ VJIVJI I 


1 S9Q 

1 J try 


44Q417 
H^f 7H-3 / . 


5 1767 rOS a 741 774SS6 


_ , A 


M00047767nT)07 


UC7-PrimColon 

VJ V_/ JL 1 Ui IV^-VJIVJI 1 


UjU 


4ozo / 0 


1767 trOS o741 774SS7 

1 / O / .JVUJ.gZT'J ZZ*T J J / 


F • 
r 


M00047760RF 1 7 


T IC 2 -Pri m Col on 

Uy^ A i JAJLlv^VJJlvj'll 


1 S^ 1 


48 1 6 1 A 
4ol014 


1767 P06 a741 774S6S 

1 / O / . V^O,gZ t Tj ZZtJOJ. 


■ F 


M000477SSAD00 


T IC7 -PrimColon 

VJV>jo 1 1 AlllV^VlVJ'll 


1 J JZ 


486^47 
45034 / 


1 767 \A06 fy-7-41 774S7S 


F 


M00047 771 R • HO ft 


T IC7 -PrimColon 

VJVy^. A 1 UllV^VjlVHl 


I j5d 


1 7G7£0 
i /y / DU 


1767 A 07 rr-r4^ 7 74 S 70 
1 ./p/ .AV /.gZ43 ZZt-3/7 


■ F ' 


M000477S 1 R-r07 


T IC7-PrimCnlot1 

\J V>Z. A 1 AlllV-'Vjl^ll . 


1 SI/1 


454D33 


1 767 T08 (T^Al 774601 
1 /0/.lUp.gZ i f3__ZZ i fpU3 


i^ 


M00047766RG1 1 


T IC7 -PrimColon 

\J I 1 11 1 IV^Ul VI 1 


Ijjj 


4 /V53 I 


1767 kT08 ct-74^ 77460S 
1/0/ .rwU5.gZH3 ZZ z +OU3 




M00047760CR01 


TTC7 -PrimColon 

Uvi 1 i AA11V_/VJ1\J11 


1 3 JO 


4.70201 

4/U5U1 


1767 nOQ tr-rAl 774617 


■ r . 


MTI0047 76 1 R A 01 


T lC2-PrimColon 

L 1 1111V_/VJ1VJ11 • 


1 S17 


45043Z 


1 767 TOO ft-741 774670 
1 /O / .J v/^.gZtj zztozu 




M0004776XAH00 


TIC7 -PrimColon 

. KJX^fjL i I JUllV^VliJll 


1 S'itt 

IJJO 


47Q8A8 


1767 1^00 o^41 774671 
1 / p / .JS.U7.gZH3_ZZ'tOZ 1 


F 


M00047760rR06 


I IC7 -PrimColon 

VJ '\s£f 1 1 Alllv^VJlVJll- 


i S1Q 


453 ooU 


1767 C \ 0 rrv41 77467Q 


F ■"' 


M000477SS A H04 


I IC7 -PrimColon 

UV»/# A 1 llllV^VJlVil 




AS AS 1 1 
4303 13 


1767 11 1 c>741 7746S7 

1 /O / .3 1 1 .gZ^f J ZZ*tQ-/Z 


F :• 


1U0004976XRF07 


IIC7 -PrimColon 


1 SA1 


A71A17 
4/3433 


1767 HI 1 0741 7746S7 

1 / P / ,\J 1 1 .gZ*+J ZZHOJ /■ 


F 

A 


M00042778AT04 


IIC2-PrimColon 

VJV_yZ. A I 111 1\_/VJ1VJ11 


I S /1 7 
134Z 


A8 1 SQ4 
* 45 13 74 


1767 T17 o-yAl 774661 


. F • 

A 


1U000477SSRD01 


T IC2 -PrimColon 

VJV./^- A 1 1 1 1 1 V. VJ 1 \ J 1 1 - 


IS 


477S7 1 
4 / / 3Z 1 


1 767 F 1 7 0741 774664 


F 

A 


M0004276 1C Gl 1 


IJC2-PrimColon 

VJ V^/ ^> 1 lull v> v/i- V/i l 


1 S44 


A8S07^ 


1 767 T 17 Q741 774670 


F 

A ■ 


M0004277 1 BG05 


UC2-PrimColon 


l S4S 
13h3 


480060 
HoUVOU 


1767 Rll o741 774676 


A 


M00042753BC08 


UC2-PrimColon 


1 S46 
134D 


4407 1 S 
H-^tVZ 13 


1 767 A 1 4 o741 77460 1 


F 

A 


M00042751DD03 


UC2-PrimColon 


1 S47 
134 / 


Asnssi 

43U331 


1767 114 0741 774600 


■F •/ 


M00042766DC05 


IJC2-PrimColon 


1548 ! 


481057 


1767.M14.gz43_224703 


F 


M00042774B:C01 


UC2-PrimColon 


1549 


449076 


1767.D15.gz43_224710 


F 


M00042757A:H07 


UC2-PrimColon 


1550 


477098 


j767.E15.g243_224711 


F 


M00042760A:G12 


UC2 -PrimColon 


1551 


482486 


1767.J15.gz43 224716 


F : 


M00042768C:E06 


UC2-PrimCoIon 


1552 


449438 


1767.K15.gz43_224717 


.' , F ; ' . : 


M00042770A:D02 


UC2-PrimColon 


- 1553 


; 448260. 


1767.0 15. gz43_224721 


F 


M00042778B.B07 


UC2-PrimColon 


1554 


453385 


1767.P15.gz43_224722 


F 


M00042779D:D04 


UC2 -PrimColon 
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SEQ 


..v ■:• : " 




ORIEN 




' ■' - '■ 


ID NO 


CLUSTER 


SEQ NAME 




CLONE ID 


LIBRARY 


1555 


484355 


1767A16.gz43_224723 


■> p - 


M00042751D:F09 


UC2-PrimColon 


1556 


485882 


1767.C16.gz43_224725 


F 


M00042755B:H04 


UC2-PrimColon 


1557 


449592 


1767.L16.gz43_224734 


• F 


M00042771D:F02 


UC2-PrimColon 


1558 


449261 


l767.MI6.gz43 224735 


F 


M00042774C:B09 


UC2-PrimColon 


1559 


485907 


1767.C17.gz43_224741 


F 


M00042755B:H1 1 


UC2-PrimColon 


1560 


474580 


1767.F17.gz43_224744 


F 


M00042761D:D12 


UC2-PrimColon 


1561 


448152: 


1767.N17.gz43_224752 


F 


M00042776D.D01 


UC2-PnmCoIon 


1562 


, 474823 


1767.P17.gz43 224754 


. F 


M00042779D:E06 


UC2-PrimColon 


■1563? 


.453024 


1767.E18.gz43 .224759 


F 


M00042760B:E12 


UC2-PrimColon 


1564 


479880 


1767.1 18.gz43_224763 


F 


M00042767A:B10 


UC2-PrimCoion 


1565. 


477399 


l767.N18.gz43 224768 


F 


M00042776D:G10 


UC2-PrimColon 


1566 


485441 


1767.A19.gz43_224771 


F 


M00042751D:G09 


UC2-PrimColon 


1567 


485183 


1767.B19.gz43_224772 


F 


M00042753C:Gi2 


UC2-PrimColon 


1568 


452104 


1767.C19.gz43 224773 


F : 


; M00042755CA10 


UC2-PrimColon 


, 1569 


449275 


I767.A20.gz43_224787 . 


F 


M00042752A:B04 


UC2-PrimCoIori; 


1570 


447218 


1767.L20.gz43 .224798 


■ F 


M00042772C:C12 


;UC2-PrimColon 


1571 


472119 


1767.N20.gz43 224800 . 


v' F 


; M00042777A.B10 


UC2-PrimColon 


1572 


■ 482868 


1767.12 l.gz43_ 2248 11 


F V- 


M00042767B.E10 


UC2-PrimColon 


1573 


455143 


1767.F22.gz43 224824 


F ^ 


M00042762A.G02 


UC2-PrimCoIon 


1574 


484964 


1767.l22.gz43_224827 


. F . • 


M00042767B:G04 


UC2-PrimColon 


1575 


448325 


1767.D23.gz43.,224838 


F - 


M00042758B:C06 


UC2-PrimColon 


1576 


484987 


1767.I23.gz43 224843 


F 


M00042767B:G09 


UC2-PrimColon 


1577 


475797 


1 767.023 .gz43. 224849 


. F 


M00042778D:F11 


UC2-PrimColon 


1578 


477757 


1767.P24.gz43 ,224866 


.". ■ F 


M00042780A:H05 


UC2-PrimColon 


1579 


448233 


1778.D01.gz43_225254 


F 


■ M00042842A:B12 


UC2-PrimColon 


1580 


475111 


1778.B02.gz43 225268 


F . 


M00042838A:E02 


UC2-PrimColon 


1581 


449403 


1778.N02.gz43 .225280 


F 


M00042859B:D06 


UC2-PrimColoii 


1582 


449604 


1778.O02.gz43_225281 


F 


M00042860D:F02 


UC2-PrimColon 


1583 


447983 


1778F03.gz43_225288 


F 


M00042845C:A09 


UC2-PrimColon 


1584 


484091 


1778.O03.gz43 225297 


F 


M00042860D:F05 


UC2-PrimCoIon 


1585 


480900 


1778.J04:gz43 225308 


F -• ; 


M00042852B:C06 


UC2-PrimCGlon 


1586 


551811 


1778.K04.gz43. 225309 


F 


M00042854A:B11 


UC2-PrimColon 


. 1587 


485841 


1778.L05.gz43_225326 


F ' ' 


; M00042855B:H06 


UC2-PrimColon 


1588 


476256 


1778.C07.gz43 .225349 


F 


M00042839D:F02 


UC2-PrimColon 


1589 


447983 


l778.E07.gz43 .225351 


' 'F-. 


M00042844A:D02 


UC2-PrimColon 


1590 


.725641 


1778.K07.gz43._225357 


F 


M00042854A:D05 . 


UC2-PrimColon 


1591 


484789 


1778.L08.gz43- 225374 


F : 


M00042855C;G11 


UC2-PrimColbn 


1592 


4.49110 


1 1778.L09.gz43_225390 


; F 


M00042855D.A12 


UC2-PrimColon 


1593 


; 451368 


1778.O09.gz43 225393 


F 


M00042861A:F04 


UC2-PrimColon 


.1594 


449521 


1778.P09.gz43_225394 


F 


M00042862C.E02 


UC2-PrimColon 


1595 


727875 


1778.G10 gz43 225401 


F . 


M00042847A.F04, 


UC2-PrimCoion 


1596 


449273 


■ 1778.11 l.gz43 225419 , 


. F 


M0004285 1A:B08 


UC2-PrimColon 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 

T .:• 


CLONE ID 


LIBRARY 


1597 


449652 


1778.Mll.gz43 225423 


F 


M00042857C:G04 


UC2-PrimColon 


1598 


481664 


1778.Nli: g z43_225424 


:• t 


M00042859D:D12 


UC2-PrimColon 


1599 


448230 


1778.E12.gz43 225431 


' F . 


M00042844C:B03 . 


UC2-PrimColon 


1600 


485029 


I778.HI2.gz43_225434 


: F 


M00042849B:G06 


UC2-PrimColon 


1601 


483274 


1 778.1 12.gz43 225435 


:" ; :F'- ■ 


M00042851A:E11 


UC2-PrimCoIon 


1602 


644190 


1778.J12.gz43 225436 


F 


M00042853A:G03 


UC2-PrimColdn 


1603 


725266 


1778.K12.gz43_225437 


; F •• - 


M00042854B:F05 


UC2-PrimColpn 


1604 


480005 


1778.L12 ; gz43_225438 


-F\". 


M00042855D:B12 


UC2-PrimColon 


1605 


484841 


1778.M12.gz43 225439 


=■ p 


M00042857C:G05 


UC2-PrimColon 


1606 


480641 


1778.N12.gz43 225440 


F 


M00042860A.C01 


UC2-PrimColon 


1607. 


: 481319 


1778.013.gz43 225457 


F 


M00042861C.C03 


UC2-PrimColon 


1608 


387077 


1778.C14.gz43_225461 


F 


M00042840C:B12 


UC2-PrimColon 


1609 


456737 


1778.L14.gz43_22547() 




M00042855D:D06 


UC2-PrimColon 


1610 


v 479084 


1 778. M14.gz43 225471 


F 


M00042858A:A08 


UC2-PrimColon 


1611 


484468 


1778.0 15. gz43_225489 


F 


M00042861C:F07 


UC2-PrimColon 


1612 


450673 


1778 C18.gz43_225525 


F 


M00042841B:H05 


UC2-PrimColon 


1613 


474597 


:1778.D18.gz43_225526 


F 


M00042843A:E07 


UC2-PrimCblon 


1614 


477593 


1778.E18.gz43_225527 


F 


M00042844D:H02 


UC2-PrimColon 


1615 


452990 


1778.I18.gz43 225531 


F | 


M00042851D:B08 


UC2-PrimColon 


1616 


449407 


1778.018.gz43_225537 


• F ' | 


M00042861D:D09 


UC2-PrimColon 


1617 


448104 


1778.El9.gz43_225543 


F 


Mp0042845A:B05 


UC2-PrimCol6n 


1618 


453856' 


1778.D22.gz43J225590 


F 


M00042843B:F05 


UC2-PrimColon 


1619 


475942 


. 1 778. B23.gz43 225604 


F 


M00042839B.F05 


UC2-PrimColon 


1620 


. 639991 


1778.F23.gz43_225608 




M00042846C:D09 


UC2-PrimColon 


1621 


480640 


1778. 023. gz43 .225617 


F 


M00042862A:C01 


UC2-PrimColon 


1622 


472307 


1778.C24.gz43_225621 


F / 


M00042842A:B04 


UC2-PrimColon 


1623 


733806 


1780,10 l.gz43_226027 


• F 


M0005636IA:C01 


UC2-PrimColon 


1624 


732150 


178O.E02.gz43_226O39 


F 


M00056356C.II07 


UC2-PrimColpn 


1625; 


724907 


1780.K02.gz43_226045 


F 


M00056363A.C06 


UC2-PrimC61on 


1626 


724792 


1780.L02.gz43_226046 


F 


M00056364A:B04 


UC2-PrimColon 


1627 


736210 


!78().B04gz43_226068 


F 


M00056353C:E12 


UC2-PrimColon 


1628 


623978 


1780.G05.gz43 226089 


F 


M00056359A:C08 


UC2-PrimColon 


1629 


600856 


1 780.105 .gz43_226091 


F 


M00056361A:H06 


UC2-PrimColon 


1630 


- 364334 


1780.K05.gz43_226093 


■ F 


M00056363A:E10 


UC2-PrimColon 


1631 


661194 


178().P05.gz43_226098 


F 


M00056368B:H09 


UC2-PrimC61on 


1632 


416326 


1780.G06.gz43 226105 


F 


M00056359A:F06 


UC2-PrimColon 


1633 


727129. 


1780.D07.gz43_226118 


. F 


M0OO56355D:AO5 


UC2-PrimColon 


1634 


560859 


1780.O07.gz43_226129 


F 


M00056367C-.D06 


UC2-PnmColbn 


1635 


■ 482831 


T780.P07.gz43_226130 


f: •.. 


M00056368C:E07 


UC2-PrimColon 


1636 


503862 . 


1780.L08.gz43 226142 


F 


M00056364C:B01 


UC2-PrimColon 


1637 


: 468467 


1780.D09.gz43 226150 


F 


M00056355D-.B08 


UC2-PrimColon 


1638 


594994 


1780 A10.gz43_226163 


:• F 


M00056352D:H02 


UC2-PrimColon 
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Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


All T r^TV T 

ORIEN 

1 


CLONE ID 


LIBRARY 


1639 


463966 


1780.C10.gz43_226165 


F 


M00056355A:C10 


UC2-PrimCoIon 


1640 


471646 


1780.1 10.gz43_226 171 


F 


M00056361B:E02 


UC2-PrimColon 


1641 


731925 


i780.Bll.gz43_226180 


F 


M00056353D:D10 


UC2-PrimColon 


1642 


480924 


1780.Mll.gz43 226191 


F 


M00056365B:G10 


UC2-PrimColon 


1643 


517298; 


1780.Pll.gz43_226194 


F 


M00056368D:D03 


UC2-PrimColon 


1644 


734150 ■ 


1780.F12.gz43 226200 


F 


M00056358A:G05 


UC2-PrimColon 


1645, 


528981 


1 780.1 112.gz43_226202 


:•: F 


M00056360B:D09 


UC2-PriinColon 


1646 


135364 


1 780.1 12.gz43 226203 


F 


M00056361C:C06 


UC2-PrimColon 


1647 


511606 


; 1780.J12.gz43_226204 


F 


M00056362CC02 


UC2-PrimCoIon 


1648 


552891 


I780.K14.gz43_226237 


F 


M00O56363C:C12 


UC2-PrimColon 


1649 


730301 


1780.P14.gz43 226242 


F i 


M00056368D:G05 


UC2-PrimColon 


1650 


480005 


1780.H15.gz43_226250: 


F ■:. ■ 


M0OO56360C.B01 


UC2-PrimColon 


1651 


588959 


1780.L15.gz43 226254 


F i 


M00O56364C:H08 


UC2-PrimColon 


1652 


' 557029 


1780.C16.gz43 226261 


: C- F ■'■ 


M00056355B:D02 


UC2-PrimColon 


1653 


553244 


1780.L17.gz43 226286 


F 


M00056364D:C05 


UC2-PrimColori 


1654 


456535 


1780.O20.gz43_226337 


' F : 


M00056368A:C11 


UC2-PrimColon 


1655 


728774 


1780.K22.gz43 226365. 


F 


M00056363D:H03 


UC2-PrimColon 


1656 


. 724039 


1780E23.gz43_226375 


F ■ 


M00056357C.C06 


UC2-PrimColon 


1657 


732144 


1780.H23.gz43_226378 


F 


M00O5636OD:H10 


UC2-PrimColon 


1658 


724257 


1789.G01.gz43_226409 


;•: F; 


M00056375D:DI2 


UC2-PrimColon 


1659 


474346 


l789.M0l.gz43 .226415 


F 


M00056384C:H04 


UC2-PrimColon 


1660 


376342 


1789.N01.gz43_226416 


F 


M00056386A:F08 


UC2-PrimColon 


1661 


475682 


1789 P01.gz43_226418 


F 


M00056388B.A05 


UC2-PrimColon 


1662 


734646 


1789.B02.gz43 226420 


F 


M00056370B:C10 


UC2-PrimColon 


1663 


186372 


1789M02.gz43_226431 


F 


; M00056384D:A04 


UC2-PrimColon 


1664 


736001 


1789,A03.gz43_226435 


F . 


M00056369B:E03 


UC2-PrimColon 


1665 


487079 


1789.F03.gz43_226440 


F 


M00056374C:G08 


UC2-PrimColon 


1666 


460284 


l789.H03.gz43 226442 


F 


M00056377A:C01 


UC2-PrimColon 


1667 


725274 


1789.103 gz43_226443 


F 


M00056377D:F08 


UC2-PrimCoion 


1668 


553035 


•1789N03.gz43_226448 


F 


M00056386A:G01 


UC2-PrimColon 


1669 


724009 


I789.P03.gz43_226450 


F 


M00056388B:B03 


UC2-PrimColon 


1670 


568484 


l789.'B()4.gz43_226452 


K 


M0()()56370B:E07 


UC2-PrimColon 


1671 


725321 


1789:L04.gz43_226462 


F : 


M00056383B:F08 


UC2-PrimColon 


1672 


731542 


1789.K05.gz43_226477 


F 


M00056382C.F11 


UC2-PrimColon 


1673 


725448 


1789.L06.gz43. 226494 


: F 


M00056383B:G08 


UC2-PrimColon 


1674 


452806 


: 1789N06.gz43_226496 


•:':-F'. : /.' 


M00056386B:A07 


UC2-PrimColon 


1675 


549790 


1 789. L07.gz43 226510 


F " 


M00056383C.E07 


UC2-PnmColon 


1676 


730660 


1789.N07.gz43_226512 


F 


M00056386B:A11 


UC2-PrimColon 


1677 


503625 


. I789.B08.gz43 226516 


■ F. 


M00056370CF01 


UC2-PrimCoIon 


1678 


725381 


1789.E09.gz43_226535 


' ■ F 


M00056373D.G01 


UC2-PrimColon 


1679 


649411 


1789.G09.gz43 226537 


F 


M00056376A:C10 


UC2-PrimColon 


1680 


■729993 


I789.109.gz43_226539 


F 


M00056378C:E10 _j 


UC2-PrimColon 
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Table 2 



: SEQ 

\ u JNU 


" . <■ ■•■ ■. 

CLUSTER 


. ; SEQ NAME 


f\Ti Tf~"XT 

1 


CLONE ID - 


LIBRARY 


1681 


• 727523 


T789.M10.gz43_226559 


F 


M00056385A:A07 


UC2-PrimColon 


1682 


459918 


1789.N10.gz43 226560 


F 


M00056386B:D07 


UC2-PrimColon 


1683 


735649 


1789Bll;gz43_226564 


F . 


M00056370D:C06 


UC2rPrimColon 


1684 


734348/. 


1789.Fll.gz43 226568 


■ f : 


M00056375A.D11 


UC2-PrimColon 


1685 


558412 


1789.01 l.gz43_226577 


F 


M00056387C:D01 


UC2-PrimColon 


1686 


724694 


T789.H12.gz43_ 226586 


F 


M00056377C:A01 


UC2-PrimCoion 


1687 


723972 


1789.J12.gz43_226588 


, F 


M00056382A:A12 


UC2-PrimColpn 


1688 


623408 ; 


T789.N12.gz43 226592 


F - 


M00056386B:E09 


UC2-PrimCol6n 


1689 


640158 


;.1790.F01.gz43_226792 


F 


M00056394C:D07 


UC2-PrimCoIon 


1690 


725095 


1790.J02.gz43_226812 


F ■" 


M00056398C:D10 


UC2-PrimColon 


1691 


562769 


1790.O02.gz43 226817 


F 


M00056404D:G03 


UC2-PrimGolon 


1692 


479851 


1790. 1,03 gz43_226830 


F 


M00056400C:G04 


, UC2-PrimColon 


1693 


481077 


1790.N03.gz43 226832 


F 


M00056403C:F02 


UC2-PrimColon 


1694; 


656268 


1790 K04.gz43_226845 


F 


M00056399D:C11. 


UC2-PrimColon 


1695 


724411 


1790N04.gz43_226848 


F 


M00056403C.F03 


UC2-PrimColon 


U696 


640261 


1790.N05.gz43 226864 


F 


M00056403C:F12 


UC2-PrimColon 


1697 


426297 


1790. D07.gz43 226886 


F 


M00056392D:C05 


UC2-PrimColon 


1698 


649591 


1790M07.gz43_226895 


F 


M00056402C:B09 


UC2-PrimColon 


1699 


729111 


1790.D08.gz43 226902 


F 


M00()56392D:H02 


- UC2-PrimColon , 


1700 


733563 


I790.G08.gz43_226905 


F 


M00056396A:D03 


UC2-PrimCoion 


1701 


729637 


l790A10.gz43_22693l 


F 


M00056389B:H03" 


; UC2-PrimColon 


1702 


726494 


1790.K10.gz43 226941 


F 


M00056400A:D08- 


UC2-PrimColon 


1703 


724714 


T790.M10.gz43_226943 


F 


M00056402D:A01 


• UC2-PrimColon 


1704 


543323 


1790.P10.gz43_226946 


. F. 


M00056406C:D09 


UC2-PrimColon 


1705 


556769 


1790.Bll:gz43_226948 


F 


M00056390C:B08 


UC2-PrimColon 


1706 


209 


1790.M11. ^43^226959 


F 


M00056402D:B07 


UC2-PrimColon 


1707 


724914 


1790.B12.gz43 226964 


F 


M00056390C:C04 


UC2-PrimColon 


1708 


614463 


1 790.D 12 gz43_226966 


F 


M00056393A:G06 


UC2-PrimColon 


1709 


474981 


1790.G12.gz43_226969 


F 


M00056396A:G10 


UC2-PrimColon 


1710 


729950 


1790.L12.gz43_226974 


F 


M00056401A:F09 


UC2-PrimColon 


1711 


640756 


1790N12.gz43_226976 


F 


M00056404A:G03 


UC2-PrimColon 


1712 


449228 


1 790.01 3- gz43 226993 


, p 


M00056405C:H04 


UC2-PrimColon 


1713 


-423420 


1790.P13.gz43_226994 


F 


M00056406C:F12 


UC2-PrimGolon 


, 1714 


727150 


1790.CI4.gz43. 226997 


F 


M00056391C:H12 


UC2-PrimColon . 


1715 


503173 


1790E14.gz43_226999 


F 


M00056394B:C11 


UC2-PrimColon 


1716 


188309 


1790.N14.gz43_227008 


F 


M00056404B:B06 


UC2-PrimColon 


1717 


448758 


1790: J 15- gz43_227020 • 


F 


M00056399B.G09 


UCz-rnmColon 


1718 


.735234 


1790.L15.gz43_227022 


F 


M00056401B:B01 


UC2rPrimColon 


1719 


483147 


1 790.P1 5. gz43 L 227026 


F 


M00056407A:D10 


UC2-PrimColon 


1720 


642985 


179().G16.gz43_227033 


- F 


M00056396B:EiO 


UC2-PrimColon 


1721 


72545.1 


1790.K16.gz43. 227037 


••; F 


! M00056400A:G10 


UC2-PrimColon 


1722. 


729809 


1790.PI6.gz43_227042 


F 


M00056407A:G03 


UC2-PrimColon 
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SEQ 
ID NO 


CLUSTER 


^■,-:^v-'-' ; .''^ ; :^ fe- 
SEQ NAME 


ORIEN 

; ,t ":' 


' ■•■ ■;. i " ;- : . 
CLONE ID 


LIBRARY 


1723 


-495712 


1790.A17.gz43 227043 


■"; F-V 


M00056389D:F01 


UC2-PrimColon 


1724 


•730948 


1790.O17.gz43. .227057 


F 


M00056405D:E05 


UC2-PnmColon 


: 1725 


457508 


1790.C18.gz43_227061 


F 


M00056391D:E06 


UC2~PrimColon 


1726 


417549 


1790.Ml8.gz43_227071 


F ': 


M00056403A:E09 


UC2.PrimColon 


1727 


725454 


1790.E19;gz43_227079 


■ F 


M00056394B.G05 


UC2-PrimColon 


1728 


448817 - 


179().C20.gz43_227093 


F ' 


M00056392A:F06 


, UC2~PrimColon 


1 729 


726411 


1790.O20.gz43_227 105 


:- ; --.-E ' 


M00056406A:C02 


UC2-PrimColon 


1730. 


558794 


1790.D2Lgz43_227:110 


F : 


. M00056393D-.A09 


UC2-PrimColon 


1731 


'641687 


1790.P21.gz43 227122 


. ',,F - 


M00056409A:C03 


UC2-PrimColon 


1732 


.733643. 


1790.N22.gz43 227136 


F 


M00056404C:C12 


UC2-PrimColon 


,1733. 


523364. 


1790.F23.gz43_227144 


F 


M00056395C:H03 


UC2-PrimColon 


1734 


468467 :• 


1790.M23.gz43_227151 


F 


M00056403B.D09 


UC2-PrimColon 


1735 


•402799 


1790.O23.gz43_227153 


;■' f 


M00056406A.E01 


UC2-PrimColon 


1736 


'470462 


1790.P23.gz43, 227 154 


■ ■■'.-¥'" 


M00056409A:D03 


UC2-PrimColon 


1737 


,118514 


T790.D24gz43_227158 


F ; 


M00056393D.C12 


; UC2-PrimColon 


= 1738 


732821 " 


1790.F24.gz43 227160 




M00056395D.B01 


UG2"-PrimColon 


1739 


447222 


1790.K24.gz43_227165 


F 


M00056400C:B11 


UC2-PrimColon 


1740 


729779 


1790.M24.gz43_227167 


F ; 


M00056403B:G12 


UC2-PrimColon 


1741 


727633 


1790.P24.gz43_227170 


F 


M00056409A:D()6 


UC2-PrimColon 


1742 


, 475797 


1791 F01.gz43_227 176 


F 


M00056415A:D03 


UC2-PrimCoIon 


1743 


648170 


1791.G01.gz43 227177 


F 


M00056416B:BU 


UC2-PrimColon 


• 1744 


472684 


1791.101.gz43 227179 


F 


M00056418A:G09 


UC2-PrimCoion 


1745: 


477718;; 


1791.O02.gz43_227201 


F 


M00056423D:II07 


; UC2-PrimColon 


1746 


729784 


1791.A03.gz43_227203. 


F 


M00056409B:C12 


UC2-PrimGolon 


1747 


402471 


1 79 l.F03.gz43 227208. 




M00056415B:B10 


UC2-PrimColon 


1748 


453762 


1791.K03.gz43_2272.13 


F 


M00056419D:G04 


UC2-PrimColon 


1749 


511149 


I791.M03.gz43 227215 


F 


M00056422B:A08 


UC2-PrimColon 


1750 


727090 


1791.G04.gz43 227225 


F : 


M00056416B:H01 


UC2-PrimColdn 


1751 


560957 


1791.K04.gz43_227229 


F 


M00056420A:C01 


yC2-PrimColon 


1752 ; 


727845, 


1791.M04.gz43 227231 


F 


M00056422B:C12 


UC2-PrimColon 


1753 


642170 


1791.H05.gz43_227242 


' F 


M00056417B:D05 


UC2-PrimColon 


1754 


128749 


1791.K05:gz43_227245 


F 


M00056420A:C12 


UC2-PrimColon 


1755 


736632 


1791.P05.gz43_227250 


." F 


M00056424D:C08 


UC2-PrimColon 


1756 


542957 . 


l791.J07.gz43 227276 


F 


M00056419A.F08 


UC2-PrimColon 


1757 


,733.490 


1791. 008. gz43_227297 


' F 


M00056424A.F05 


UC2-PrimColon 


1758 


649722 


I791.009.gz43 227313 


F 


M00056424A.F12 


UC2-PrimColon 


1759 


562137 • 


1791.Lll.gz43_227342 


F 


, M00056421C.E06 


UC2-PrimColon 


1760 


729199 


;1791.G12,gz43_227353 


F 


, M00056416D:C08 


UC2-PrimColon 


1761 


730178 


1791,LI2.gz43_227358 


F 


M00056421C:E12 


UC2-PrimColon 


1762 


435349 : 


1791,G13.gz43 227369 


F 


M000564I6D:D12 


UC2-PrimColon 


1763 


723963 


1791.P13.gz43_227378 


F 


M00056425B:B02 


UC2-PrimCoIon 


1764 


725408 


1791.H14.gz43; 227386 




M00056417C:G10 


UC2-PrimColon 
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Table 2 





(_LUb IbK 


oh\l NAME. 


i 


LLONb ID 


LIBRARY . 


1765 


•'500253 


1 791 X I4.gz43_227390 


F 


M0005642lC:HOl 


UC2-PrimColon 


1766 


644723 


1791.N14.gz43_227392 


F 


M00056423C:G05 


UC24 > rimColon 


1767 


474965 


1 79 1 . M 1 5 gz43 1227407 


F 


M00056422C;B10 


UC2-PrimColon 


1768 


: 724024 


1791 .N17.gz43_227440 ' 


F 


M00056423D:B06 


UC2-PrimColon 


1769 


• 27083 


1791.pi8.gz43_227446 


F 


' M00056413B:D07 


UC2-PrimColon 


1770 


' 729899 


1791.E18.gz43_227447 . 


F 


M000564 14C:H08 


UC2-PrimColon 


1771 


728986 


1791G18.gz43_227449 ' 


F 


M00056416D:H10 


UC2-PrimColon 


1772 


640744 . 


1791.A19.gz43_227459 


F 


M000564iOA:A04 


UC2~PrimColon 


1773 


703978 


1 79 l.B19.gz43 227460 


F 


M00056411B:D01 


UC2-PrimColon 


1774 


1 725408 


1791.019.gz43_227473 


F 


M00056424C:B10 


UC2-PrimColon 


1775 


..725407 


1 79 l.H2().gz43 227482 


F 


M00056417D:G09 


UC2-PrimColon 


1776 


736507 


1791.K2l.gz43_227501 


F l 


M00056420C:E08 . 


UC2-PrimColon 


1777 


■ 555359 


1791.O21.gz43_227505 


F 


M00056424C:F02 


UC2-PrimColon 


1778 


724773 


1791 C22.gz43_227509 


F 


M00056412B:B08 


UC2-PrimColon 


1779 


.724220 


1791.P22.gz43 227522 


F 


M00056425D:D08 


UC2-PrimColon 


1780 


641383 


1791.A23.gz43_227523 


F 


M00056410B:A09 


UC2-PrimColon 


1781 


■ 562581 


1791.K23.gz43_227533 


F 


M00056420D:A09 


UC2-PrimCoIon 


1782 


726768 ' 


1791.P23.gz43 227538 


•: F *• 


M00056425D:H01 


UC2-PrimColon 


1783 


729579 


1791.H24.gz43_227546 


F 


, M00056418A:G01 


UC2-PnmColon 


1784 


498194 


I79I.L24.gz43_227550 


F 


M00056422A:F07 


UC2-PnmCoIon 


1785 


288134 


1791 N24.gz43_227552 


F 


. M00056423D:F10 ; 


UC2-PrimColon 


1786 


553983 • 


1792.P01.gz43_227582 


F 


M00056486B:G02 


UC2-PrimColon 


1787 


724400 


1792.E03:gz43_227603 


F 


MOOO56433B:A09 


UC2-PrimGoIon 


1788 


645476 


1792J05.gz43_227640 


' F 


• M00056479C:E04 


UG2-PrimColon 


1789 


556115 


1792.D06.gz43_227650 


F 


M0Gp56432A:A01. 


UC2-PnmColon 


1790 


734287 


1792.F06.gz43_227652. 


F 


M00056434C.B01 


UG2-PrimColon 


1791 


725584 


1792.107.gz43_227671 


F 


M00056478C:H01 


UC2-PrimColon 


1792 


725006 


1792.P07.gz43_227678 


F 


M00056486D:A12 


UC2-PrimColon 


1793 


731158 


1792.A09.gz43_227695 


F 


M00056426B:G12 


UC2-PrimColon 


1794 


592186 


1792B09.gz43_227696 


F 


M00056428A:F10 


UC2-PrimGolon 


1795 


452618 : 


1792.M09 gz43_227707 


F 


M00056483A:F10 


r UC2-PrimColon 


1796 


725238 


1792.G10gz43_227717 


f : 


M00056476C:E05 


UG2-PrimColon 


1797 


727948 


: 1792.P10;gz43_227726 


F 


M00056486D:F04 


UC2-PrimColon 


1798 


45298 1 


1792.All.gz43_227727 


F 


, M00056426C:GG5 


UC2-PrimColon 


1799 


710362 


1792Bll.gz43_227728 


, F 


M00056428B:B01 


UC2-PnmColon. 


1800 


480005 


; 1792.C11. gz43_227729 


F 


M00056429D:E02 


UC2-PrimColon 


1801 


471931 


1792.P 1 1 gz43_227742 




M0005648 /A:C10 


UCz-rnmLolon 


1802 


725454 


1792.H12.gz43_227750 


':■ F 


M00056477C:G09 


UC2-PrimColon 


1803 


729584 


1 792.1 12.gz43_227751 ] 


F 


M00056478D:G02 


UC2-PrimCoIon 


1804 


725210 


l?92.N12.gz43_227756 


F 


M00056484B:E1 1 


UC2-PrimColon 


1805 


462687 'r 


1792.P12.gz43_227758 


. '"■F..;: : 


M00056487AD01 


UC2-PrimColon 


1806 


724183 


1792.M13.gz43_227771 


• •' F > 


M00056483B:E04 


UC2-PrimGolon 
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SEO 
ID NO 


CI I IQTFR 
V/LjUi3 1 JDIV 


■ OJE*V^ 1o/\1V1JC/ 


ORIEN 

IVl M-uX 1 

T 


rr nwc in 


LIBRARY 


1807 


724390 


1 /92.M14.gz43_227787 


T? 

r 


M00056483B;F04 


UC2-PnmColon 


1808 , 


V A O O "7 C '■ 

647375 


1 ^f\H 1 /Z „ ytO OOOO 1 o 

1792.G16.gz43_227813 


f 


X A~ f\/\f\C y A 1 *! f T\ T T 1 1 

M00056476D:H11 


UC2-PrimColon 


i o a a 

1809 


736751 


1 oao- /T* i o /To oooooa 

1 792.Cjr/.gz43_227829 


r 


TV iAAA E f A OO A T~k 11- 

M0005 6477A:B 1 1 .-■ 


T Ty^*o TA • 1 

UC2-PnmColon 


i. O T /A ■ 

1810 


725348 


t oia'A ta i o ~ /i O" oooooo 

1792.P17.gz43_227838 


F 


M00056487A:F05 


UC2-PnmCoion 


1 O 1 V 

1811 


481594 


i ono t 1 o ~~/n oooocn 

l792.Ll8.gz43_227850 


b 


Tl *AAAC/"^Oin 1~> t -| 

M00056482B:B1 1 


UC2-PnmColon 


1812 


675299 


ATI O A O OOOOOO 

. 1792.N18.gz43_227852 


F 


M00056484D:D0 1 


UC2-PnmColon 


1813 


OO A /" A S~ ' 

;-• 734646 


1 792 ■ K 1 9 gz43_227 865 


r 


H X f\f\f\C S~ A O 1 a .T?no 

M0005648 1 A:F 02 


T TAO TA /^A _ 1 _ 

UC2-PnmColon 


1 O 1 A 

1814 


, 453713 


■ nm t in ~ Ao ooioooo 

1792.L20.gz43_227882 


' - 17 

r 


M00056482B:C09 


T TA1 TA ■ ^1 

U C2-PnmColon 


1815 


TO yf 1 O O; 

724183- 


t oao TW vffOA /I O OOOOOO 

/1792.M20.gz43_227883 


r 


M00056483C:D06 


UC2rPnmColon 


tot x" 

1816 


730282 


1 OAO IV >TO /I ~. A") O OO A/1 O ' 

1792:M24.gz43_227947 


- ' 17' 

r 


A Kf\C\t\C ZT A OO r\ . T?r\ 

M00056483D:F06 


T T/^O TA * /^At„ 


1 O 1 O 

1817. 


■ to o aa/" 

733006 


. ioai t\ai innC/i ' 

1 80 1 DO I .gz43 22/954 


r 


M0005 649 1 B : B09 


TTA-A *TA— I— .^Ja- 


i o 1 o 

1818 


733151 


... 180 1.101. gz43_227959 


r 


. X Xf\ C\(\ C A f\i£T\ . TJ 1 O 

M00056496D:B12 


UC2-PnmLolon 


1819 


734261 


: .1 nni " T/Y1 A 1 OO TA/" A ". 

1801 JO 1 gz43_227960 


F 


* ifAAAr f a Aar* ta/\^ - 

M00056497C:D05 


T T/^O TA * v^t 1 

UC2-PnmColoii 


1820 


514142 


' i OA i r r g\ i . • j* O O O OfA A T 

1 80 1 : K0 1 .gz43_22796 1 


F 


M00056498D:C01 


T T/~^ O TA 1 /*A 1 


1821 


: 471232 


1 80 1 MO 1 .gz43_227963 


F 


a x f\f\r\ c y c f \ i ta ti /A r\ ■ 

M00056501B:B09 


T T/^O TA 1 

UC2-PnmColon 


1822 


447785 


1 OA1 T\A^ A 1 oooi'ao/a 

1 80 1 .D02.gz43 227970 


:■ • f . ■ 


» M~r\r\s\ c z' j ai ta FAi 

M00056491B:E02 


T T/^O TA * /'A 1' • 

UC2-PnmColon 


1823 


.523753 


1801J02.gz43_227976 


F 


M00056497C:E01 


- T T^~* O IA f~*> 1 

UG2-PnmCoIon 


1824 


45 1383 


i n a i n j# /\ **a yi o ootjao/a 

1 80 1 .M02.gz43_227979 


' F 


• » k r\f\r\ r f n r\ i to /^ai 

M0005 65 0 1 B : C07 


T T^~* O TA " f~~* ^ 1 _ 

UC2-PrimColon 


1825 


635951 


i oai XT' rvo ^ -» o o o Ar\o 

1 80 1. K03 .gz43__227993 


F 


X If f\f\f\ Z f A f\C\ A A 

M000^6499A:A04 


UC2-PnmColon 


1826 


731820 


1 80 1 A04 .gz43_22 7999 


■ F ■• 


M0005 64 8 7C :E03 


T T/^» O TA ' ' /O _ I .. 


1827 


446928 ; 


1 *A /"V 1 T" ' f\ A A ^ ooo/^/\o 

1 80.1 .E04 .gz43_228003 


F 


m M f\i\/~\ C f A TA TA /A 

M00056492B:D06 


T T/^ O TA ' /O 1 

UC2-PnmColon 


1828 


732598 . 


1801.P04.gz43_228014 


F 


-H IAAAcV" yl TA TA/A1 

M00056504B:B01 


UC2-PnmColon 


1829 


725434 . 


1 80 1 .B05 .gz43_2280 1 6 


F 


m #/\AAr /" /I O O TA T /A 

M00056488B:G10 


TT/~*0 TA /"A 1 _ .• 

UC2-PnmColon 


1830 


460690 


1 801 .G05 .gz43_22802 1 


F 


M00056495 A:C02 


T T/^O TA * 1 ^ ' 

UC2-PrimColon 


1831 


611604 


=, 1 801J05 .gz43_228024 


F 


M00056497D:C11 


UC2-PnmCoIon 


1832 


63595 1 : 


i nn i t r\ F A OOO/IO^-- 

1801. L05 .gz43_228026 


F 


X AT\/A/A £ f C AA A 1 O 

M00056500A:G12 


TT/aa TA " /~y _ 1 _ 

UC2-PnmColon 


1833 


429191 


-i aa r to r\ f A i ooo/\o<^ 

1801.B06.gz43_228032 


F 


« K r\(\f \ C f ,1 OO TA T T/A A 

M00056488B:H04 


UC2-PnmColon 


1834 


640116 


1801. 006.gz43 228045 


F 


» 1 A A A f C A T Pi /"A i i 

M00056503B:G1 1 


UC2-PnmColon 


1835 


734043 


1813.H05.gz43_229558 


. F ' 


M00056576A:A04 


UC2-PnmColon 


1836 


508210 


" < 1 O 1 O TA/' >40 OlAnf 

1813. 106 gz43_2295 75 


F 


M0005 65 77 A:F 1 0 


UC2-PnmColon 


1837 


11632 


1813 O07.gz43_229597 


r 


M00U56j8jL:L0o 


U vz -r nmColon 


: 1838 


475757 


1 o i o t Trvo ai 'iin^n/ 

1813 .H08.gz43_229606 


F - 


V'AAACZ'C^^ A . T?/A 1 

M000565/6A:b01 


UC2-FnmColon 


1839 


TO /A ''A O 1 

. 729281 ' 


18 13 J 1 0 gz43_229640 


F 


A JAAAC^CnfOA. A AO 

M000565 78D:A02 


UC2-FnmColon 


: 1-840 


733970 


. 1813.N 1 0 .gz43_22 9644 


F 


1 X /f AAAC / f O/iP. A AZT 

M0005 65 84C: A06 


UC2-FnmColon 


1841 


727410 


1 8 1 3 .A 1 3 .gz43_229679 


1— 

F , 


A AT AAA C^C^l A .T TAZ! 

M00U5656 /A:H06 


U V 2 -F niTlL, o ion 


1842 


.465446 


1813.L13.gz43 229690 


F 


H ifAAAC/CO 1 Tk A AO 

M00O5658 1D:A08 


UUz-rnrnColon 


1543 


Ml J j 1 


lo 13.M1 j>.gz4j_z/yoy 1 . 


■ ir ' 
r 




T TP^-PrimPnlnTi 
U v> Z ^~ x 1 11 1 lv^ UiUIl 


1844 


733664 


: 1813.I20.gz43 229799 


F 


M00056577D:F08 


UC2-PrimColon 


1845 


548893 


l813.C22.gz43_229825 


F 


M00056570A:D09 


{JC2-PrimCoIon 


1846 


513540 


1813.H22.gz43_229830 


F 


M00056576C:G01 


« UC2-PrimColon 


! : 1847 


725759 


1813.122.gz43_229831 


F 


; Md0056578A:B05 


UC2-Primeolon 


1848 


726104 


18l6.CI9.gz43;_230929 


v F 


1 M00056633D:E05 


UC2-PrimColon 
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, r r' .. '; 

SEQ 






ORJEN 






ID NO 


CLUSTER 


SEQ NAME 


. .. T , , 


CLONE ID . 


LIBRARY 


1849 


482868 


1816.E19.gz43_230931 


F 


M00056636C:H05 


UC2-PrimColon 


1850 


727332 


1816.I19.gz.43 230935 


F 


: M0d056641C:G09 


UC2-PrimColon 


1851 


727078 


. 18l6.K19.gz43_230937 


F 


MO0O56644C:BO3 


UC2-PrimColon 


1852 


727108 


1816L19.gz43_230938 


F 


M00056645D:E06 


UC2-PrimColon 


1853 


736325 


1816.B20.gz43_230944 


F 


M00056632C:E03 


UC2-PrimColon 


.1854 


726818 


1816.J20.gz43_230952 


F 


M00056642D:C05 


UC2-PrimColon 


1855 


724083 


1816.M20.gz43 230955 


F 


M00056646D:E03 


UC2-PrimColon 


1856 ( 


724565 


1816.N20.gz43 .230956 


F 


M00056648B:C08 


UC2-PrimColon 


1857.. 


207530 


1816.O20.gz43 230957 


F 


M00056650A.E01 


UC2-PrimColon 


1858 ! 


736778 


1816.C21.gz43_230961 


F 


M00056634A:C06 


UC2-PrimColon 


1859. 


559684 ; 


1816.E21.gz43_230963 


F 


M00056636D.F03 


UC2-PrimColon 


I860 


726494 


1816.B22.gz43 230976 . 


; "f. v.. 


M00056632C:H08 


UC2-PrimColon 


1861 


419711 


1816.G22.gz43_230981 




M00056639A.fi 1 


UC2-PrimColon 


1862 


377935 


18l6.M22.gz43 230987 




M00056646D.F07 


yC2-PrimColon 


1863 


726448 


1816.C23.gz43 230993 


F 


M00056634AG1 1 


UC2-PrimColon 


1864 


215249 


1 81 6.G23 .gz43_2.30997 


F 


M00056639A.H12 


UC2-PrimColon 


1865 


735322 


i816:N23:gz43_231004 


■ F. - 


M00056648B:E09 


UC2-PrimColon 


1866 


727175 


1816.O23.gz43_231005 


. •. F 


M00056650BG11 


UC2-PrimColon 


1867 


731966 


l816.P23.gz43_23l006 


: F 


M00056651B:El2 


UC2-PrimCoIon 


1868 


727944 


1816:B24.gz43_231008 


: .f.v: 


M00056632D:E02 


UC2-PrimColon 


1869 


730596 


1816.M24.gz43 231019 


F 


M00056647A:F06 


UC2-PrimColon 


1870 


725607 


1825.N13.gz43 L 231228 


■'Ff-' 


M00056667A:A12 


UC2-PrimColon 


1871 


,45934 


1825.P13.gz43 .231230 


F 


M00056670AG02 


UC2-PrimColon 


1872 


48.4987 


1825.F14.gz43_23.1236 


■jF 


M00056658A:E1 1 


UC2-PrimColon 


1873 


481592 


1 825 .M14.gz43_23 1243 


F 


M00056666AG04 


UC2-PrimColon 


1874 


735605 


1825.014.gz43_231245 


F 


M00056668D:E03 


UC2-PrimColon 


1875 


734184 


1825.P14.gz43 23 1246 


F 


M0005667()B:A12 


UC2-PrimColon 


1876 


477718 


1825.E16.gz43 231267 


F 


M00056657A:F06 


UC2-PrimColon 


1877 


552927 


. 1825.F16.gz43 231268 


F 


M00056658B.C03 


UC2-PrimColon 


1878 


719620 


1 825 J16.gz43_23 1272 


'.: F 


M00056663A.B02 


UC2-PrimColon 


1879 


27083 


1825.M16.gz43_231275 


F 


M00056666A;D09 


UC2-PrimColon 


1880 


478458 


1 825. P17.gz43_23 1294 


F 


M00056670BG05 


UC2-PrimColon 


1881 


448104 


1 825 .L19.gz43_23 1322 


F 


M00056664D.H06 


UC2-PrimColon 


1882 


729675 


l825.J20.gz43_23.1336 


F 


M00056663A.H09 


UC2-PrimColon 


1883 


.730570 


1825.B21.gz43 231344 




. M00056653D:F07 


UC2-PriniColon 


1884 


727108 


■ 1825.D2i.gz43_231346 


F 


M00056656A:E01 ; 


UC2-PrimColon 


1885 


447074 


I825:i21.gz43 231351 


F 


M00056661D:D06 


UC2-PrimColon 


1886 


463741 


1 825. F22.gz43_23 1364 


F 


M00056658C:B12 


UC2-PrimColon 


1887 


732351 


1 825. N22.gz43_23 1372 


F 


M00056667D:E05 


■ UC2-PrimCoIon 


1888 


727343 


1825.L23.gz43_231386 


,•' • F 


M00056665AG08 


; UC2-PrimColon 


1889 


736415 


1 825 :B24.gz43_23 1392 


: ,' F' V 


M00056654AA07 


UC2-PrimColon 


1890 


554597 : 


1 825. 024. gz43_23 1405 


F 


r M00056669B:EI0 


UC2-PrimColon 
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SEQ 

jrv ATA 

ID NO 


CLUSTER 


'■'■-■'■/ SEQ NAME ' 


ORIEN 

. 1 • - 


CLONE ID 


LIBRARY 


1891 


. 723914 


I826.A13.gz43_231599 


F 


M00056672A.E05 . 


UC2-PrimColon 


1892 


734622 


1826Cl4.gz43_23l6l7 


F 


M00056674D:E09 


UC2-PrimColon 


1893 


.: 645925 


1826.1 14gz43_23 1623 


F 


M00056683B:H04 


UC2-PrimColon 


'1894 


641777 


']826.D16.gz43_ 231650 


F 


M00056676B.G12 


UC2-PrimColon 


1895 


734828 


1826.E17.gz43 231667 


F 


M00056678B:E11 


UC2-PrimColon 


1896 


381623 


• 1826.117.gz43_231671 


F 


M00056683CH10 


UC2-PrimColon 


1897 


517274; 


1826 J17.gz43_231672 


F 


M00056685A:Hll 


UC2-PrimColon 


1898 


446575. 


l826.Cl8.gz43 231681 


F - 


M00056675AG02 


UC2-PrimColon 


1899 


.725899 


1826.D18.gz43 231682 


F 


M00056676C:B04 


UC2-PrimColon 


1900 


492094 


1826.M19.gz43 231707 


■ F 


M00056689B:F03 


UC2-PrimColon 


1901 


736246 


1826.E20.gz43_231715 


F 


M00O56678B:H02 


UC2-PrimColon 


1902 


• 473238 ■ 


■1826.J20.gz43 231720 


. f ; 


M00056685B.G04 


UC2-PrimColon 


1903 


730829 


1 826. K20.gz43 231721 


F 


M00056686D:E04 


UC2-PrimCoipn 


1904 


726722 


1 826. A21.gz43_23 1727 


: V 


M00056672D:B08 


UC2-PrimColon 


1905 


492629 


1826:021 gz43_231741 


F 


M00056692A.A05 


UC2-PrimColon 


1906 


730664 


;1826.E22.gz43_231747 


F 


M00056678CA12 


UC2-PrimColon 


1907 


729387 


1 826 .G22.gz43 231749 


F 


M00056681A:E06 


UC2-PrimColon 


1908 


546121 ■ 


1826.A23.gz43_231759 


. F 


M00056672D:E04 


UC2-PrimColon 


1909 


513156 


1826.C23.gz43_23176l 


F 


M00056675AG02 


UC2-PrimColon 


1910 


728791 


I826.G24.gz43_23178l 


F 


M0005668IB:A11 


UC2-PrimColon 


1911 


559610 


I826.124.gz43 231783. 


F 


M0Q056684B-B12 


UC2-PrimColon 


1912 


.729205 


1826.J24.gz43 231784 


F -. 


M00056685C.G07 


yC2-PrimColon 


1913 


561301 


I827.C01.gz43_231793 


'■' F 


M00056695CC04 


UC2-PrimColon 


1914 


728556 ... 


1827.E01.gz43. 231795 


F 


M00056697C:H10 


UC2-PrimColoh 


1915 


640458 


1 827.10 l.gz43_23 1799 


f : 


M00056701C:G09 


UC2-PrimColon 


1916 


650136 


1827.K01.gz43_231801 


F 


M00056703C.F04 


UC2-PrimColon 


1917 


288801 


1827.L01.gz43_231802 


F 


M00056704D:H10 


UC2-PrimColon 


1918 


648777 


1827.M01.gz43 .231803 


F 


M00056706A:B05 


UC2-PrimColon 


1919 


728196 


1827.G02.gz43 231813 


E 


M00056699C:F09 


UC2-PrimColon 


1920 


644354 


1827.I02.gz43 231815 


F 


M00056701D:C03 


UC2-PrimColon 


: 1921 


419465 


l827.M02.gz43._23 18 19 


F 


M00056706A.E09 


UC2-PrimColon 


1922 


558317 


1827 P02.gz43._23 1822 


' F 


M00056708C:F11 


UC2-PrimColon 


1923 


693869 


• 1827.B03.gz43. 23 1824 , 


F 


M00056694A:G03 


UC2-PrimColon 


1924 


553805 


1 827X03 gz43_23 1 834 


F 


M00056705A.B12 


UC2-PrimColon 


1925 


626791 


1827.N03.gz43 231836 


F 


M00056707A:G11 


UC2-PrimColon 


1926 


580601 


1827 A04.gz43_23 1839 


F 


M00056693B:D11 


UC2-PrimColon 


1927 


493830 


1827.B04.gz43_23 1840 


F 


M00056694A:G1 1 


UC2-PnmColon 


1928 


724714 


1827.E04.gz43 ; 23 1843 


F 


" M00056697D:B09 


UC2-PrimColon 


1929: 


737109 


1827.F04.gz43. : 231844 


F •; 


M00056698D.EH 


UC2-PrimColon 


1930 


395604 


.1827.Gd4.gz43_231845 


■:: -f ' 


. M00056699C:G11 


UC2-PrimColon 


1931 


735834 / 


1827.J04.gz43_231848 


F 


M00056702D:G03 


UC2-PrimColon 


1932 


726852 


1827.L04.gz43_231850 


F 


M00056705A.D02 


UC2-PrimCoIon 



Table 2 ' 



SEQ 
ID NO 


CLUSTER 


SEQ NAME : ■. 


ORIEN 

-v'.T'i'. 


CLONE ID 


LIBRARY 


1933 


728892 


. 1827.P05.gz43 .231870 


F 


M00056708D:B03 


UC2-PrimColon 


1934 


540618 


l827.C06.gz43_231873 . 


• F ; 


M000566'95C:II08 


UC2-PrimColon 


1935 


501030 


1827.E06.gz43_231875 


F ■ 


M00056697D:C09 


UC2-PrimColon 


1936 


477366 


1827.F06.gz43 23 1876 


F 


M00056698D-.G09 


UG2-PrimColon 


1937 


727948 


1827 I06.gz43_231879 . 


F 


M00056701D:D04 


UC2-PrimColon 


1938 


649927 


1827,K06.gz43_231881 


F 


M00056703D.F08 


UC2-PrimColon 


1939 


449752 


1827.M06.gz43 231883 


. ■. F 


M00056706B:C02 


UC2-PrimColoii 


-1940 


. 649106 


1827.N06.gz43 231884 


F 


M00056707B:E02 


UC2-PrimCglon 


. 1941 


730463 


1827.P06.gz43:.23l886 


F 


M00056708D:D10 


UC2-PrimColon 


1942 


462687 


1827.E07.gz43 231891 


F 


M00056697D:C12 


UC2-PrimColon 


1943 


: 553140 


1827.107.gz43_231895 . 


F 


M00056701D:G03 


UC2-PrimColon 


1944 


736100 


" 1827.M07:gz43_23l899 


F | 


"M00056706B.C07 


: UC2-PrimColon 


1945 


730375 


l827.B08.gz43 .231904 


: F. 


M00056694B:H10 


UC2-PrimColon 


1946 


-403671 


1827.K08.gz43_23i913 


F 


M00056704A:B05 


UC2-PrimColon 


1947, 


595181 : 


1827.M08.gz43. 23 1915 


F . 


M00056706B:D04 


UC2-PriiriCplpn 


1948 


: 573733 


1827. A09.gz43 231919 


F 


M00056693B.H03 


UC2-PrimGolon 


1949 


.550454' 


1827.109.gz43_231927 ' 


F ■: 


M00056701D:H12 


UC2-PrimColgn . 


1950 


651050 


1 827. J09:gz43_23 1928 


. : r : r 


M00056703A-.G0I 


UC2-PrimColon 


1951 


. 728768 


1827.L09.gz43_231930 


f :- ; 


M00056705B.A12 


UC2-PrimColon 


1952 


736276 


1827.N09.gz43 231932 


■ F 


M00056707B:F06 


UC2-PrimColon 


1953 


472837 . 


1827C10.gz43_23l937 


f ;. 


M00056695D:E05 


UC2-PrimColon 


1954 


732770 


1827.H10,gz43_231942 


F 


M00056700D:H07 


UC2-PrimGolon 


1955 


83388 


l827.L10.gz43 231946 


F 


M00056705B:D10 


UC2-PrimColon 


1956 


584693 


. 1827.M10.gz43_231947 


F 


M00056706C:A07 


UG2-PrimColon 


1957 


588059 


1827.Dll.gz43_231954 


F 


M00056697A:D02 


UC2-PrimGolon 


1958 


452662 


1827.Fll.gz43_231956 


F 


,M00056699A:D08 


UC2-PrimGolon 


1959 


728898 


1827.Mll .gz43 231963 


F •■ 


M00056706CB12 


UC2-PrimColon 


1960 


.672032 


1827.F12.gz43 231972 


F 


M00056699A:E08 


UC2-PrimColpn 


1961 


496084 


1827.H12.gz43_231974 


F 


M00056701A:A02 


UC2-PrimColon 


1962 


736579 


1827.0 12.gz43._23 1981 


F 


M00056708B:B09 


UG2-PrimColon 


1963 


727968 


. 1827.A13.gz43_231983 


F 


M00056693C:D12 


UC2-PrimColon 


1964 


• 447624 


1827J13.gz43_231992 


F 


M00056703B:A04 


UC2-PrimColon 


1965 


728552 


1827.K13.gz43 .231993 


F 


M00056704A.H08 


UC2-PrimColon 


1966 


. 733064 


1827.M13.gz43 : 231995 


F 


M00056706C.D05 


UC2-PrimColon 


1967 


607202 


1 827.01 3. gz43_23 1997 


:■ F 


M00056708B:D03 


UC2-PrimCoIon 


1968 


' 473433 


1 827.P1 3. gz43 231998 


'■■■'■F . 


M00056708D:H06 


UC2-PrimColbn . 


1969 


, 617813 


1827A14.gz43_231999 


F 


M00056693C:G06 


UC2-PrimColon 


1970 


,728300 . 


1827G14.gz43_232005 


| F 


M00056700A:F12 


UG2-PrimColon 


1971 


727760 


1 827. K 1 4gz43^ 232009 


F 


M00056704B:C02 


UC2-PrimColon 


: 1972 


• 454087 


: 1827.P14.gz43_232014 


V- F 


M00056709AA05 


UC2-PrimCoIbn 


1973 


425396 :. 


l827.A15.gz43 232015. 


F 


M00056693D:B02 


UC2-PrimColon 


1974 


552430 


1827.N15.gz43l232028 


F 


M00056707C:E01 


UC2-PrimColon 
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SEQ 
ID NO 


CLUSTER 


SEO NAME 


GRIEN 


CLONE TTT 


1 FRp AO V 


19/j 


DJUj42 


1 5Z / . C 1 D.gZ4 J ZjzUjj 


; - -v : - ' 
. , r ■ 


JVlUUU5o696A:(jrl2 


UC2-PnmColon 


1976 


an C AO /I 

/2jUo4 


loZ /.Dl0.gZ43 ZjzUj4 


r - 


M0005669 /A:H10 


UC2-PrimCoIon 


i din 
. 1977 


44ooU / 


18T7 ^/l^ ?77fk7'7 
loZ /.Lrig.gz4j_ZJZUj / 


IT 

r 


A if AAAC/C7AA A .r'AC 

M00056 /00A:Cj05 


UC2-PnmColon 


ly/O: 


A CO/I „ 

4jo4 


loZ /.rll0.gZ4J ZJZUJo 


c 

. ■ r , .: 


lV/f Ann<£7n i a .rnn 
MUUUDo /U 1 A.O09 


UL2-FnmColon 


19 /y 


joUo/o 


• •. loZ / J 10.gZ4J . ZJZU4U 


r 


MUUUjd /UJLJ.JJ07 ~, 


UC2-PnmColon 


i oeri 

lyou 




1 ? *7 XT 1 A fY-7/f Q 1HAA 
loZ /.IN 10:gZ4J ZJZU44 


r . 1 


MUUUjo /U/A^.JbU^ 


UC2-rnmColon 


1 QO 1 

19o 1 


72 / jUo 


: 1 oZ / .CI / .gZ4 J_Z JZU4y 


. r 


MUUUjoovorJ.rjUi 


U C2-F rune olon 




j4Uolo 


loZ / .CI /.gZ4J ZJZUJ 1 


.... r 


A/fnnn^^^Q9R-i7 1 n 
MUUUjooVori.xilu 


U^z^rnmCoion 


19oj 


/JJO/O 


loZ7.ll/.gZ4j ZJZUJJ 


c 


IVIUUUjO /UZl^.AlU 


ucz-rnmcoion 


l;V.o4 


7?07£Q 

72o/oo 


loZ/.JN 1 /.gZ43_ZJZU0U 


c* ■■ 
r 


\/innn^ A i 7n7r^-i7 1 n 
MUUUjo /U /l^.r 10 


1 TPO D^^P^I^t-. 

U i_/2-r nmcpion 


1 QOC 

19qj 


4 / 5942 


1 Q07 A 1 O rwwAI ??.?ft£7 

1 oZ / . A 1 0 gZ4 j_Z jZUOJ 


• c 
r 


MUUU j ooy JJLI. t, 1 2 


UCz-rninvoipn 


IVoo 


63 1U56 


loZ /.rllo.gZ4J Z3ZU/U 


' ' ' tr 
r 


MUUUjo /U lJD.JJUZ 


Ui^z-rnmL-oion 


i (Sot 
19o 7 


■ ic A7 to 

259218 


lo2/.r I8.gz43 Z3ZU/0 


r 


A/1AAA^/i7AO A 141 1 

MUUUjo /UVA.rll 1 


1TP7 TJ^^/^y-vl^^ 

UCZ-rnmCoion 


i no o 

1988 


y< /ion 
724489 


iQnum ^/n ?77aoa 
lo2/.Hl9.gz43__z320oo 


r 


MUUUjo /UlrJ.iJUo 


Tiro DntvirAirtfl 
UCZ-rnmCoion 


1989 


727845 


1827.U21.gz432321 14 


■ IT ■ 

r 


MUUUjoo9 /V^.JJl 1 


UCZ-rnmColon , 


1990 


• /T A 1 All 

641072 


1 oil n 1 -_"~y|T 7 77 11 ■ 
loz /.r21.gz4J 23z 1 lo 


r . 


Ayf AAA^^/;0013.^A/I ' 

MUUUJOoy9rJ.lj;U4 


T T/^7 D».:^/^y^l^», 

U C2-F nmCoion 


1991 


553483 < 


1 O 77 A 77 7 777177 

182/ . A22.gz4 j_2 JZ 12/ 


v - 
r 


'a at nnn^^<cO/i A */^a^ 
MUUUJOoy4A.CUj 


UCZ^rnrriv>oion 


; 1992 


. 551096 


■ VOOT A 7 7 771/11 

1827. C24.gz43_232 161 


T? 

r 


A/f AAA</C/CQ/CD.1-TA 1 

MUUU5oo9ot>.rlU I 


T T^7 O^^-i/^^l^*-. 

U^z-rnmCoion 


i aaS 

1993 


727649 


1077 177 /I 7 77 7 1 HA 

1827.r24.gz43 232 164 


■ c 


Ayf nnn^^^oop.r A7 
MUUUjoo99CI^U2 


UL,z-rrunV>oion 


,1994 


• "77 O 1 /S/T 


1 077 TJ7 A ~r~A 7 77 7 1 /C/C 

io27.Hz4.gz4j_zjzlo6 


. c 

r '■* 


A/f AAA<iC7A 1 r.CfiO 


uCz-rnniCpion 


1995 


729428 


JOOO A A 1 - A~) 77717C 

1 828. AO 1 .gz43_232 175 


T? 

• r 


A /f A A A ^ C H Aft . 17 C\C 

M00U56 /U9CrU6 


1 T/^7 D«**%/^a1^« 

UC2-rnmColon 


1996 


724050 


1 OIO rA 1> * A 1 777 1 OA 

1828.F01.gz43_232180 


r 


\^AAA^/C71ylD.r , 1 7 

M0U056 / 14B.C 12 


TTp7 T> •_,/^ 

UL2-rnmColon 


1997 


.732351 


1-07 0 T"A1 1 7771 O/T 

1 828. L0 1 ,gz43 232 1 86 


T? 

r 


A >fAAA^/C77 1 r.Cft^ 

MUUUJO/21L.LUJ 


ULz-r nmColon 


1998 


730627 


1 OIO A /TA 1 ~— A T 7 7T 1 

1828.M01.gz43_232187 


T7 

r 


A/TAAA^/i777^ -/^AA 

M00056/22C.L09 


U CZ -r nmL olon 


1999 


728182 


1 07 0 TJTA7 777 1 AO 

1 828 .H02 .gz43_232 1 98 


17 

• r 


A yf A A A /ST' 1 • 17 1 7 

MUUUjo / loo. r 12 


UvZ-rriniv^oion 


2000 


727878 


1 070 X>f A7 - 7 7777 A7 

, 1 828. M02.gz43_23 2203 


r ... • 


\/t AAA^/C777r^-r\ 1 1 

-.; MUUUjo 72ZL.D 1 1 


U L/ z ~r nm v> olon 


i f\r\ i 
2001 


/i ^ri /tot 

462687 


107 0 XTA7 ^.^.A 7 7 7 77 A/1 

l828.N02.gz43_232204 


u 
r 


A Jf A A A ^ 77 7 ♦ AO 

MUUUjo /23L..CU9 


ITPO Dr^tnrnlnn 

ui^z-rnmi^oion 


2002 


555763 


1 Q7 0 T A7 n-,A 7 7777 1 O 

1 828 . LU 3 .gZ4 J _ Z J2Z 1 o 


r . 


\/innh^\A77 1 run i 
muuujo / ziL,.riy i 


1TP7 PrimrrvlnM 


2003 


728627 


;1 07 O TJA7 r+**A 7 777777 

1 828. F03 .gz43_Z32z22 


■ v ' i? 
r 


MUUUjo /ZjCriUo 


uv^z-rnmv^oion 


7 aa yi 

2004 


630516 


1070 TJA/I ~~.A 7 77 777 A 

1828.rl04.gz43_232230 


r 


A if AAA</^7 1 /Cr^-tJA/C 

MUUUjo / loCoUo 


u v> z -r nin\^ oion 


2005 


CO ,11 -1A 

584179 


1 070 A A^ ^-»/17 77777A 

1 828. A05.gz43_23 2239 


XT 
F 


A/f a a a ^ non -T^n ^ 

Muuujo/uvjj.ijyj 


1TP9 Pt^rvir'nlnn 


2006 


558544 


1070 /^A< „~/17 7777/1^ 

1 828 .CrO 5 .gz43_z32z45 


17 

• r - 


IV/fAAAC/^l ^r^ tJ A 7 

MUUUjo/ IjCjBU / 




2007 


553294 


1 07 0 TVTA^ nr~*A 7 7777 ^7 

lo28.1N0j.gZ43_ZJZzjZ 


■ r 


MUUUjo / ZjV^.cU l 


1 TP? PrimpAlAri 

u V-^ z -r nin oion 


1AAO 

2008 


12b51b 


1070 r\C\Z rt.^/17 7777^7 • 

1 82 8 . U05 .gz43_23 225 3 


17 

r 


, MUUUjO/Z4Crll \ 


1TP? PrimPnlnn 

u z - r niri o ion 


^ AAA 

2009 


734622 . 


1 070 T A7 s*~A1 .777707 

1828.L07.gz43_232282 


17 

• r • 


A/f AAA</C77 1 F\ -OA 1 

MUUUjo 72 1JLI.UU 1 


1 TP? PT-irnPnlrtn 


2010 


T) O Z!7 

735362 


1 070 DA7 rt-r/ll 77770/C 

1828.rU /.gz4J Z522oo 


• . r . - 


MUUUJO / ZOn.LlZ 


1 TP? -Prim Pa! Ah 


901 1 


*T J JZl? / : 




F 


M00056709D E12 


UG2-PrimColon 


2012 


734990 


1828.N08.gz43 232300 


• F 


M00056723C:G03 


UC2-PrimColon 


2013. 


707609 


l828.BI0.gz43_232320 


.;, f .. 


M000567I0D:C05 


UC2-PrimCoion 


2014 


728178 


1828.L10.gz43 232330 


! F 


M00056721D:F12 


UC2-PrimColon 


2015 


.447634 


1828.P10.gz43_232334 


F 


M00056726B:H06 


UC2-PrimColon 


2016 


729813 , 


1828.FIi.gz43 232340 


; f 


M00056714D:A11 


;UC2-iPrimGolon 



V Table 2 



SEQ 
ID NO 


CLUSTER 


. '}-';'. ' ' ;" ' 

■]. : :[":'.''■ ;\M:" : f}?c^~-^, : . 

. SEQ NAME 


ORIEN 


CLONE ID 


LIBRARY 


2017 


728528 


I828.HI.gz43 232343 


F 


M00056718A:H05 


UC2-PrimColon 


2018 


■732770 


1828.Jll.gz43 232344- 


F 


M00056719B:G04 


UC2-PrimColon 


2019 


505858 


1828.F12.gz43_232356 


- F - 


M00056714D:E08 


UC2-PrimColon 


2020 


735047 


1828.E13.gz43_23237} 


F 


M00056714A:B02 


UC2-PrimColon 


2021 


727749 


1828.K13.gz43_232377 


F ■•• 


M00056721A.C07 


UC2-PrimColon 


2022 


598746 


1828.L13.gz43 232378 


F 


M00056722A:E10 


yC2-PrimColon 


2023 


728061 


1 828.0 13 gz43_ 232381 


F ;, 


M00056725A:E02 


■ Ue2-PrimColon 


2024 


448217 


1828.F14.gz43 232388 : 


F 


M0Q056714D:H07 


UC2-PrimColon 


2025 


485899 


1828.L14.gz43 232394 


F 


M00056722A:F08 


UC2-PrimColon 


2026 


641287 


1828.B15.gz43_232400 


F 


M00056711AA09 


UC2-PrimColon 


2027. 


48619 


1828.D15.gz43_232402 . 


F 


M00056713AF05 


UC2-PrimColon 


2028 


728929 


1828.E15.gz43 232403 


F 


M00O56714A:B09 


UC2-PrimColon 


'2029 


451972 


1 828.1 1 5.gz43 232407 


..-.F.-r 


M00056718B.C02 


UC2-PrimColon 


2030 


486363 


1828.J18.gz43 232456 ' 


F 


M00O56719C:Bi0 


UC2-PrimColon 


2031 


728897 


1828.C19.gz43. 232465 


F 


M00056712B.B11 


UC2-PrimColon 


2032 


•448217 


1828.El9.gz43__232467 


F r 


M00056714A.E12 


UC2-PrimColon 


2033 


646309 


1828 I19gz43_232471 


I F : 


M00O56718C.B01 | 


UC2-PrimColon 


2034; 


'728303 


1828JI9.gz43_232472 


'.' F 


M00056719C:F06 


UC2-PrimColon 


2035 


; 728002 : 


!828.Kl9.gz43_232473 


F • 


M00O56721B:D03 


UC2-PrimColon 


2036 


.473640 


i 828. N20.gz43 232492 


F 


M00056724B:E11 


UC2-PrimCoIon 


2037 


727480 


1828.02 l.gz43 232509 


F 


M00056725CA03 


UC2-PrimColon 


2038 


509678 


. 1828.P21.gz43_232510 


F '-. 


M00056726D:G08 


UC2-PrimColon 


2039 


728445 


1828.E22.gz43. 2325 15 


F 


M00056714A:II06 


UC2-PrimColon 


2040 


447150' 


1828.N22.gz43 232524 


F 


M00056724B:G03 


UC2-PrimColon 


2041 


728273;. 


. 1828.A23.gz43_232527 


F 


M00056710B/.F05 


UC2-PrimColon 


2042 


734453 


!828.C23.gz43_232529 


F 


M00056712B.F02 


UC2-PrimColon 


2043 


.732006 


1828.D23.gz43 232530 


F 


M00056713CA10 . 


UC2-PrimColon 


2044 


449585 


1828.123.gz43 232535 


F 


M00056718D:D12 


UC2-PrimColon 


. 2045 . 


728966 


1828:E24.gz43 232547 


. F 


M00056714B:B06 


UC2-PrimColon 


2046 


529356 


1838.C01.gz43_232945 


F 


M00056747DA03 


UC2-PrimCplon 


2047 


551693 


1838 P01.gz43_232958 


F 


M00056764CA02 


UC2-PrimColon 


2048 


438663 


1838.B03.gz43 232976 


F 


M()0056746D:D06 


UC2-PrimColon 


2049 


735464 


1838.E03.gz43 232979 


F 


M00056750B:H03 


UC2-PrimColon 


2050 


736035 


1838,J03.gz43_232984 


F 


M00O56756C.D06 


UC2-PrimColon 


.2051 


736210 ; 


1838.L03.gz43 232986 


■ ■. f-;.^ 


M00056759C.C04 


UC2rPrimColon 


2052. 


728464 • 


1838.105 gz43_23 30 15 


F 


M00056755B:E07 


UC2-PrimColon 


2053 


730178 


1838 K05.gz43 L 233017 


F : 


M00056758C:B08 


UC2-PrimColon 


2054 


481614 


1838.N05.gz43_233020 


F 


M00056762B:D06 


UC2-PrimColon 


: 2055 


402799 


1839.A01.gz43_233327 


. F 


M00056766D:G09 


UC2-PrimColon 


2056 


675768 


: 1839.N01.gz43_233340 


: F 


M00056784DC06 


UC2-PrimColon 


2057 


577305. 


1839 P()l,gz43 233342 


F 


M00056787B:C07 


UC2-PrimColon 


2058 


730505 


1839.K02.gz43_233353 . 


F 


M00056781A:E06 


UC2rPrimColon 
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Table? 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


2059 


.349977 


1839.B03.gz43 233360 


F 


M00056768D A09 


UC2-PrimColon 


2060 


726344 


1839,N03.gz43_233372 


F 


M00056784D:G10 


LC2-PrimColon 


2061 


. 724183 


1839J04.gz43_233384 


F 


M00056780B:E06 


UC2-PrimColon 


2062 


730352 


l839.M04.gz43 233387 


F 


M00056783C:E03 


UC2-PrimColbn 


i 2063 


510596 


1839.E05.gz43 _233395 


F 


M00056773C:C09 


UC2-PrimColon 


? 2064 


128773 


1839.F05.gz43_233396 


F 


M00056775AA05 


UC2-PrimColon 


2065 


728464 . 


1839.G06gz43_233413 


F 


M00056776A:G04 


UC2-PrimColbn 


; 2066 


449010 


1839.L06.gz43_233418 


• " F" , 


M00056782B:G05 


UC2-PrimColpn 


2067 


460023 


1839.M06.gz43_233419 


F 


M00056783D.A02 


UC2-PrimColon 


2068 


733744 


1839.K07;gz43 233433 


F 


M00056781B:C03 


UC2-PrimColon " 


2069 


2180 


1839 L()7.gz43_233434 


■■*; F . 


M00056782B:H1 1 


UC2-PrimColon 


2070 


556458 


. 1839M07.gz43_233435 




M00056783D.B07 


UC2-PrimC61on 


2071 


.711325 


1 839. A08.gz43 233439 


F 


M00056767A:FI2 


UC2-PnmColon 


2072 


1-35593 


1839.E08.gz43 233443 


'.- ' F 


M00056773C:F12 


UC2-PrimColon 


I 2073. 


639178 


1839.K08.gz43_233449 


F 


M60056781B:C05 


UC2-PrimColon 


; 2074 


, 504513 


1839.B09gz43_233456 


F 


M00()56769C:C:03 ; 


UC2-PrimColon 


: 2075 


" 493193 


1839.J09.gz43 233464 


F 


M0005678()B:H04 


UC2-PrimColon 


2076 


728133 


183?:K09.gz43_233465. 


. F - 


M00056781B:E01 


UC2-PrimColon 


2077 


727737 


1839.All.gz43_233487 


F" 


M00056767B.C01 


UC2-PrimColon 


2078. 


477053 


1839.F12.gz43_233508 


F 


M00056775B:H07 


UC2-PrimCoIon 


2079 


726384 


1839.P12.gz43_2335l8 


F 


M00056787C:G01 


UC2-PrimColon 


"2080 


736686 


1839.A13.gz43 233519 


■•• F 


M00056767B.G08 


UC2-PrimColon 


2081 


483549 


1839.L13.gz43_233530 


F 


M00056782D:F02 


UC2-PrimColon 


■ 2082 


.549801 


1839A14.gz43_233535 


F ■■ 


M00056767CA09 


UC2-PrimColpn 


: 2083 


730484 


1839.H14.gz43_233542 


F 


M00056777D.D04 


UC2-PrimCo!on 


"2084 


64799 1 


1839.J14.gz43 233544 


F 


M00056780C:H12 


UC2-PrimColon 


2085. 


490393 


1839.L14.gz43 233546 


F 


M000567.82D:F08 


UC2-PrimColon 


2086 


643968 


1839.N14.gz43_233548 


F 


M00056785C:B09 


UC2-PrimCoIoh 


2087 


641968 


i839.B15.gz43 233552 


F 


M00056770C.A07 


UC2-PrimColon 


2088 


726261 


1839.L15.gz43 233562 


F 


M00056782DF10 


UC2-PrimCoion 


. 2089 


733891 


1839.MI 5. gz43_ 233563 


' F 


M00056784BA01 


UC2-PrimColon 


| 2090 


730022 . 


; 1839.015 gz43_233565 


F 


M00056786DA03 


UC2-PrimColon 


-2091 


.730296 


" i 839,M16;gz43_233579 


F 


M00056784B:C02 


UC2-PrimColon 


2092 


• 733149 


1 839.M17.gz43. 233595 


F 


M00056784B:D06 


UC2-PrimColon 


2093 


•728487 


1839A18.gz43_ 233599 


F 


M00056768AC10 


UC2-PrimColon 


; 2094 


726229 


!839.C18.gz43_233601 


F 


M00056771D:D10 


UC2-PrimColon 


2095 


523868 


5 1839.G18 gz43_233605 


F - ; 


M00056776D:B02 


UC2-PrimColon 


2096 


577305 


: 1839.Ll8,gz43_233610 


F 


M00056783A:C08 


UC2-PrimColon 


I 2097 


727216 


; 1839.J19.gz43 233624 


F 


M00056780D.G05 


UC2-PrimColon 


2098 


47461 


' I839.L19.gz43 233626 


F 


M00056783B:B01 


UC2-PrimColon 


i 2099 


550780 


1839.N19.gz43_233628 


F 


M00056785D:C09 


UC2-PrimColon 


.2100 


606076 


1839.P21.gz43_233662 


F 


M00056788A:D06 


UC2-PrimColon 



122 



ID NO 




: ljCV^ 1N/VIV1IZ» 


ORIEN 




LijdKAKY 


2101 


691229 ,« 


1 839.G22.gz43_23366:> 


F 


M00056772A:C08 


UC2-PnmColon 


2102 


727366 


1839.D22.gz43233666 


F 


M00056773A:GlO 


UC2-PnmColon 


2103 


724722 


1839.J22.gz43_233672 


F 


M00056780D;Hl0 


UC2-PnmColon 


2104 


725784 


1 839. M22.gz43 233675 


. •' F J 


M00056784C:C06 


UC2'PnmColon 


2105 


732345 


1839 B23.gz43_233680 


F 


M00056771A.F03 - 


UC2-PnmColon 


2106 


726699 


1 839.C23 gz43_23368 1 


F 


M00056772A;D03 


UC2-PrimColon 


2107 


513156 


1839 J23.gz43 JZ33688 


F 


\IAAAf /'lOI A /~*f\iT 

M00056781A:C05 


UC2-PnmColon 


2108 


631038 


1839.E24.gz43_233699 


F 


M00056774D:B02 


UC2-PnmCoIon 


2109 


609459 


1 839.H24.gz43 233702 


- F •■ 


. » lAAAr/"TTfl/^ /-IAO 

M00056778C:G08 


UC2-PnmGoIon 


2110 


482788 


1839.J24.gz43_233704 


F 


M00056781A;D02 


UC2-PnmColon 


2111 


730592 


1 839.N24.gz43_233708 


F 


* m r\ i~\r\ c /nor /~^f\^t 

M00056785D:G07 


UC2-PrimColon 


2112 


735801 


1 852. A 1 3 gz43_235742 


F 


M00056871C:D05 


UC2-PnmColon 


2113 


472704 


1852.H13.gz43_235749 


. F;' 


M00056879D.D01 


UC2-PnmColon 


2114 


649299 


1852.11 3. gz43_235750 


F 


M00056881A:A10 


UC2-PnmColon 


2115 


650944 


1852.N13.gz43_235755 


*'..-. F ' 


M00056886B:B10 


UC2-PrimColon 


2116 


481641 


1852.EI4.gz43_235762 


F 


M00056876C:B02 


UC2-PnmColon 


2117 


488349 


. 1 852.E 1 4.gz43_235763 


F 


M00056877B:H09 


yC2-PnmColon 


2118 


735096 


1 852114 gz43_235766 


F 


M00056881A:C02 


UC2-PnmColon 


2119 


594434 


1852J14.gz43_235767 


•': F . 


M00056882B:E12 


UC2~PnmColon 


2120 


550673 


1852 i L14.gz43_235769 


F 


* JAAAT/OO A TTAft 

M00056884C:H08 


UG2-PnmColon 


2121 


: 735672 


1 852.N14.gz43_23577 1 


F 


M00056886B:L05 


UCz-PnmGolon 


2122 


732712 


1852.K15.gz43_235784 


. F 


M000^6883D:A07 . 


U C2-PnmGolon 


2123 


472307 '. 


1852.L15.gz43_235785 


F . 


- a m r\f\r\c y d o a t t 1 i> 

M00056884C:H11 


UGz-PnmLolon 


2124 


729981 


1852.D16.gz43_235793 


F 


M00056o75D:CU4 


UGz-rnmColon 


2125 


639950 ' 


1 852,1 16.gz43_235798 


F 


M0005688 1 A:HU2 


U Gz-r nmColon 


2126 


724517 


1852.L16.gz43_235801 




ltf\f\f\ CZTOO /I "T^ r~^c\'i 

M00056884D:C07 


UGz-PnmGolon 


2127 


735412 


1852.B17.gz43_235807 


F 


» fAAAf/'O'T^ A TTA/ - 

M00056873A:H06 


UGzrPnmGolon 


-2128 


724223 


l852.Nl7.gz43 J235819 


F 


m Kf\t\r\ C Z" O O /" T~\ TTA1 

M0005 6 8 8 6B :H02 


UG2-PnmGolon 


2129 


727602 


1 852. Dl 8.gz43_235825 


F 


M00056875D:EQ9 


UG2-PnmGolon 


2130 


561396 


1852.L18 gz43_235833 


F 


M00056884D:D06 . 


UG2-PnmGolon 


2131 


726408 


l852.Bl9.gz43 235839 


F 


M00056873B:C09 


UG2-PnmGolon 


2132 


730059 ~ 


l852.Cl9.gz43_235840 


F 


M00056874C:D05 


UG2-PnmGolon 


2133 


655327 


1852.F19.gz43_235843 


F 


M00056877C:O12 


UGz-rnmColon 


2134 


732872 


1852.M19.gz43_235850 


F 


Tk 1AAAT /TO OH. A . A AO 

M00056886A:AU9 


UGz-rnmColon 


2135 


473512 


1852;N19.gz43_235851 


F 


» yrAAAc/roOiCP.r\ni 

MOOOjooooCUUZ 


U^z-rrimCoion 


2136 


<;.. 730441 


1852 F20.gz43_235859 


T? 

r 


M000568 / /L:HU3 


UCz-rnmuoion 


liil 


A ^ 1 1 QA 


i 0 3 Z . IN Z U . gZ*+ J ZjJoO / 


F 

r. 


IVll/WvJuOOwV/.i/i.l 


TJri-PrimColon 


2138 


733040 


1852.D21.gz43_235873 


F 


M00056875D:H12 


UC2-PrimColon 


2139 


. 732872 


1852.K21.sz43 235880 


F 


M00056883D:F07 


. UC2-PrimCoIon 


2140 


152 


1852.M21.gz43_235882 


• F 


M00O56886A:Cll 


UC2-PrimColon 


2141 


730301 v 


1852.122.gz43_2358?4 


F 


M00056881B-G04 


UC2-PrimColon 


2142. 


471931 


1852.J22.gz43 235895 


F 


M00056882D:A06 


. UC2-PrimColon 



Table 2 



1 VJ INVv 


CLUb 1 LK 




w ivIXjIN 

T 
j 


CLONE ID 


LIBRARY 


2143 


'730106 


1 852X23 .gz43_2359 1 3 


F 


M00056885A.D12 


UC2-PnmColon 


2144 


649030 


1852.024.gz43_235932 


F 


M00056888A:H04 


UC2-PrimCoIon 


2145 


562345 


. 1 86 1.104:gz43 235990 


F 


M00056900C:B12 


UC2-PrimCoIon 


2146 


472226 


186r.P04.gz43__235997 


•;■ F 


M00056910B:F01 


UC2-PrimColon 


2147 


494393 


186 LE07.gz43_236034 


F 


M00056895C:E11 


UC2-PrimColon 


2148 


730393 


1 861.B08 gz43_236047 


F 


M0O056891C:HO8 


UC2-PrimColon 


2149 


676221 


1861.G10 gz43_236084 


F 


M00056898C:B06 


UC2-PrimColon 


2150 


648774 


1 861.01 Lgz43_236108 


F 


M00056909B:E11 


UC2-PrimColon 


2151 


448368 


■ 1 861 .Hi2:gz43_236 1 1 7 


F 


M00056899D:B06 


UC2-PrimColon 


2152 


489001 


1861.K12.gz43_236120 


F 


M00056902D:H09 


UC2-PrimColqn 


2153 


557525 


186 1. J 14.gz43 236151 


F 


M00056902A:G12 


UC2-PrimColon 


2154 


724773 


186 LC 1 6.gz43_236 1 76 


F 


M00056893B:G12 


UC2-PrimColon 


2155 


730608 


1861.11 6 .gz43_236 1 82 


■ F 


M00056901B:C03 


UC2-PrimColon 


2156 


642897 


1861.K16 gz43_236184 


F 


M00056903A:C08 


UC2-PrimColon 


2157 


548275 


1861.N16.gz43_236l87 


F 


M00056908B:D02 


UC2-PrimColon 


2158 


728640 


: 1 86 i.C17.gz43 236192 


F 


M00056893C:A02 


UC2-PrimColon 


2159 


479572 


1861.B18 gz43_236207 


F | 


M00056892B:C09 


UC2-PrimColon 


2160 


735834 


186 LE 1 8.gz43_236210 


' F 


M00056896A:C01 


UC2-PrimColon 


2161 


,733425 


\ 1 86 1 .Kl 8.gz43_2362 16 


F 


M00056903A:F03 


UC2-PrimCoIon 


2162 


732653 


186LP19.gz43_236237 


F .'■ 


M00056911B:A01 


UC2-PrimCoIon 


2163 


729060 


1 86 1 G20;gz43_236244 


• F 


M00056898D:H09 


UC2-PrimColon 


2164 


656667 


1 86 1 H2 l,gz43_J23626 1 


F 


M00056900B:D01 


UC2-PrimColori 


2165 


732676 


1861.G22 gz43J236276 


F • 


M00056899A.A11 


UC2~PrimColon 


2166 


.730296 


1861.H24.gz43_236309 


F 


M00056900B:F07 


UC2-PrimColon 


2167 


453001 


186 l;.K24.gz43_2363 12 


F 


M00056903B:D09 


UC2-PrimColGn 


2168 


725451 : 


1861.N24.gz43__236315 


F 


M00056908D:A1 1 


UC2-PrimColon 


2169 


\ 73085 1 


1863.C01.gz43 236704 


F 


M00056936C:E04 


UC2-PrimColon 


2170 


727596 


1863. HO l.gz43_23 6709 


F 


M00056941D:D07 


UC2-PnmColon 


2171 


736293 


1863 L0i.gz43^2367 13 


F 


M00056946A:F07 


UC2-PnmColon 


2172 


733910 


1863.N01.gz43_236715 


F 


M00056948C:F03 


UC2-PrimColon 


2173 


77737 


1863.C02.gz43_236720 


F 


M00056936C:F11 


UC2-PnmColon 


2174 


638983 


' 1 863.L02.gz43_236729 


f 


M00056946A:G06 


UC2-PnmColon 


2175 


73 600 i: 


1863.M02.gz43_236730 


F 


M00056947C:B04 


UC2-PnmColon 


2176 


731196 


1863.P02.gz43_236733 


F 


: M00056950D:F12 


UC2-PnmColon 


2177 


446820 


1 863: A03 .gz43_236734 


F 


M00056934A:E07 


UC2-PnmColon 


2178 


.734151 


1863.E03.gz43_236738 


F " 


M00056939A:C01 


UC2-PrimColon 


: 2179 


456183 


1 863.HU3 .gz4i_236741 


' 17*' 

r . 


MUL)056y41U.tjUj 


T \C*1 Drimr , Alnn 

ui^z-rnm^oion 


2180 


.734629 


1863. 103 gz43_236742 


F : 


MOO()56943A:B04 


UC2-PrimColon 


2181 


733623 


1863.J03.gz43_236743 


F 


M00056944A:D09 


UC2-PrimColon 


2182 


733856 


1863.N03.gz43 236747 


; f 


M00056948DA11 


UC2-PrimColon 


2183 


727480 


1863.P03.gz43 .236749 


F 


M00056950D:H09 


UC2-PrimColon 


2184 


448233 


1863.J04.gz43_236759 


F 


M00056944B:C02 


UC2-PrimColon 
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Table 2 





CLUSTER 


CCA TWT A IV jffT? •' 

NAML 


r\T) TTTM 

UKlxiJN 

.': nr 
1 


CLONE ID 


LIBRARY 


2185 


729691 


r 1863. 105 .gz43_236774 


F 


M00056943A.F01 


UC2-PrimColon 


2186 


; 500239 


1863.N05.gz43 236779 


F 


M00056949AA04 


UC2-PrimColon 


2187 


; 646314 


• 1863.K06.gz43_236792 


F 


M00056945A:F02 


UC2-PrimColon 


2188 


492893 


1863.A08.gz43 236814 


.:.F'".-- 


M00056934C.G04 


UC2-PrimColon 


2189 


451624 ■ 


1863.D08.gz43_236817 


F 


M00056938A:H09 


UC2-PrimColon 


2190 


552416 


l863.L08.gz43 236825 


F 


M00056946C:B08 


UC2-PrimColon 


2191 


555478 


1863.A10.gz43_236846 


F 


M00056934C:G09 


UC2-PrimColon 


2192 


. 616541 


1863.G10.gz43 236852 


F 


M00056941B:B02 


UG2-PrimColon 


2193 


410487 


1863.Ol0.gz43_236860 


F 


M00056950A:H03 


UC2-PrimColon 


2194 


726825 


1863 Bl l.gz43_236863 


: F 


M00056935C:G08 , 


UC2-PrimColon 


2195 


733144 


1863.Dl2.gz43_236881 


F 


M00056938B:C09 


UC2-PrimColon 


2196 


642528 


1863 E12.gz43_236882 


F •' 


M00O56939B.E05 


UC2-PrimCoion 


2197 


735994 


1863 J12.gz43_236887 


F 


M00056944C:B03 


UC2-PrimColoh 


2198 


724401 


1863.K12.gz43_236888 


F 


M00056945CA11 


UC2-PrimColon 


2199 


736129 


1863 M12.gz43_236890 


' F ' 


M0005.6948A.D09 


UC2-PrimCoion 


2200 


448046 


1863 P13.gz43_236909 


F 


M00056951B:F09 


UC2-PrimColon 


2201 


731216 


1863 D15.gz43_236929 


F 


M00056938B:H08 


UC2-PrimColon 


2202 


449061 


1863.M15.gz43_236938 


F •' 


M00056948B:B03 


UC2-PrimColon 


2203 


730815 


1863.F17.gz43 236963 


F 


M00O56940C:E05 


UC2-PrimCoion 


2204 


! 732756 


1863 H17.gz43_236965 


F 


M00056942C:F1 1 


UC2-PrimColon 


2205 


468015 


1863.1 1 7gz43_236966 


F 


M00056943CA01 


UC2-PrimColon 


2206 


733081 


1863 J17.gz43_236967 


-F'.'v 


M00056944DA06 


UC2-PrimColon 


2207 


555484 


l863.L17.gz43_236969 


F •: 


M00056946D:G09 


UC2-PrimColon 


2208 


731355 


1863.A18.gz43 236974 


F 


M00056935A:C02 


UC2-PrimColon 


2209 


730375 


1863.G18.gz43_236980 


F . 


M00056941B:G08 


UC2-PrimColon 


: 2210 


467803 


1 863. M18.gz43 236986 


F . 


M00056948B.G05 


UC2-PrimColon 


2211 


735306 


1863 D20.gz43_237009 


: F 


M00056938GF10 


UC2-PrimColon 


: 2212 


729316 


1863:120.gz43_2370l4 


f; ; 


M00056943D:B02 


UC2-PrimCoIon 


2213 


551441 


1863 L20.gz43_237017 


F 


M00056947A:C05 


UC2-PrimColon 


2214 


735484 


1 863 A21.gz43 .237022 


F 


M00056935A:F04 


UC2-PrimColon 


2215 


171511 


1 863'. E21.gz43^23 70.26 


* .' F 


M00056939D:B02 


UC2-PrimColon 


2216 


728076 


l863.H21.gz43 237029 


F 


M00056942D:D07 


UC2-PrimColon 


2217 


511351 


1863.H22.gz43_237045 


F 


M00056942D:Di 1 


UC2-PrimColon 


2218 


731125 


1 863. 122.gz43 237046 


F 


M00056943D.H08 


UC2-PrimColon 


2219 


524706 


1 863.B24.gz43_23707 1 


F ' 


M00056936C:C06 


UC2-PrimColon 


2220 


485880 


1 863. G24.gz43 237072 


■ F 


: M00056937C:H08. 


UC2-PrirnColon 


2221 


736197 


1 864 . 103 .gz43_23 7 1 26 


• F 


X K f\(\(~\ C f C\ 1 A T 

M00056961C:C07 


. UCz-PnmColon 


2222 


731089 


1864:M04gz43_237146 




M00056968C:C06 


UC2-PrimColon 


2223 


642781 


!864.G12.gz43_237268 


F 


M00056959C:B10 


UC2-PrimColon 


2224 


731947 


: 1864.M14.gz43_237306 


F 


M00056969A:B07 


UC2-PrimColon 


2225 


448712; 


1864.M16.gz43_237338 


F 


M00056969A:C07 


UC2-Primeolon 


,2226 


736289 


1864.117.gz43_237350 ; 


F 


M00056962D:F09 


UC2rPrimColon 
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SEQ 
ID NO 


7\; ; ; '\;-<:< 
CLUSTER 


• SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


2227 


735123 


1 873. E02.gz43 237490 


: - ;;:f '.\ 


M00056978D:B07 


yC2-PrimColon 


2228 


724411 


1873.H02.gz43_237493 


f 


M00056982D:B12 


UC2-PrimColon 


2229 


662617 


1 873. P02.gz43 237501 


F 


M00056993D:C05 


UC2-PrimColon 


2230 


639934 


l873.M03.gz43_237514. 


F 


M00056989C.H09 


UC2-PrimColon 


.2231 


733.563 . 


1873C04:gz43_237520 


; .:f • 


M00056977A:C02 


UC2-PrimColon 


2232 


203793 


1873.K04.gz43_237528 


. . f ■ 


M00056987C:D08 


UC2-PrimColon 


2233 


703978 


I873.L04.gz43_237529 


F 


M00056988C:D05 


UC2-PrimColon 


2234, 


732114 


1873.P05.gz43_237549 


f 


M00056993D:F05 


UC2-PrimColon 


.'2235 


; 732213 


1873.J06.gz43_237559 


F 


'M00056986A:Eb9 


UC2-PrimColGh 


2236 


725825 


l873.N06.gz43 237563 


' F •• 


M00056990D:C1I 


UC2-PrimColon 


2237 


734936 


1873.D08.gz43 237585 


/:F : ' 


M00056978AA03 


UC2-PrimColon 


2238 


731607 


- 1873,E08.gz43_237586 


F 


M00056979B:D03 


UC2-PrimColpn 


'2239 


731302 


1873 K10.gz43_237624 


• F • 


M00056987D:A09 


UC2-PrimColon 


2240 


732113 . 


l873.L10.gz43 237625 


- F' ■ 


M0()056988D:F05 


UC2-PrimColon 


2241 


728013 


1 873 M10.gz43_23 7626 


F 


M00056989D:F07 


; UC2-PrimColon 


2242 


730089 


1873.Dll.gz43 237633 


■/¥,: 


M00056978A:H04 


UC2-PrimColon 


2243 


648034 


J873.E12:gz43_237650. 


F ■•; 


M0()056979C:D1 1 


UC2-PrimColon 


2244 


729623 


1873.1 12.gz43_237654 




M00056?85A:D06 


UC2-PrimColon 


2245 


.731317 


1873.M12gz43_237658 


F 


M00056989D:H11 


UC2-PrimColon 


2246 


728249 


1873.A13.gz43 237662 


■ F ; ' 


M00056975A:H11 


UC2-PrimColon 


2247. 


613029 


1873.C13 gz43_237664 


F 


. M00056977B:B06 


UC2-PrimColon 


2248 


731542 . 


1873.013.gz43_237676 


F 


M00056993A:B08 


UC2-PrimColon 


2249 


732535 


1873.G14.gz43 237684 


F 


M0005698ID:II02 


UC2-PrimColon 


2250 


.735440" 


T873.A16.gz43_2377.10 


F ' 


M00056975B:E04 


UC2-PrimCol6n 


2251. 


641658 


1873.D16.gz43 237713 


F 


M00056978B:G02 


UC2rPrimCblon 


2252 


40693 1 


1873.N18.gz43 237755 


F 


M00056991C.II11 


UC2-PrimColon 


"2253 


736401 .: 


■ 1873.P18.gz43_237757 


F 


M00056994B:H05 


UC2-PrimCoIon 


2254 


734561 


1 873 .B20.gz43_ 237775 


F 


M00056976C:F05 


UC2-PrimColon 


2255: 


727151 


1 873. F20.gz43 237779 


F 


M00056980D.E07 


UC2-PrimColon 


2256 


731453 


1873.120.gz43_237782 


F 


M00056985C:C06 


UC2-PrimColon 


2257 


642649 


1873.K20.gz43_237784 


F- 


M00056988A.F06 


UC2-PrimColon 


2258 


.642288 


1 873 .M20.gz43_237786 


F 


M00056990B:H07 


UC2-PrimColbn 


2259 


•572426 


1873.P20.gz43 237789 


F 


M00056994C.B04 


UC2-PrjmColon 


2260 


731358 


1873 K22.gz43_237816 


F 


; M00056988B:A06 


UC2-PrimColon 


2261 


471883 


1873.N22.gz43_237819 


F 


M00056992A:E01 


UC2-PrimColon 


: 2262 


733778 : 


1 873. D24.gz43. 237841 


F , 


• M00056978DA01 


. UC2-PrimColon 


2263 


731592 > 


1873.J24.gz43 237847 


F 


M00056987AC02 


UC2-PrimColon 


2264 


456236 


1874D01.gz43_237857 


F 


M00056998C:B10 


UC2-PrimColon 


2265 


732792 


1874.N01.gz43 237867 


F 


• M00057009C:B02 


UC2-PrimColon 


2266 


733932, 


1874. K03.gz43 237890 


F 


M00057000A.A05 


UC2-PrimColon 


2267 


724810 


1874.P07.gz43 237965 


F 


.I M0005701IC:H03 i 


UC2-PrimColon 


2268 


731317 


1874.B08:gz43_237967 


F 


M00056996D:A02 ■ 


UC2-PrimColon 
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Table 2 





SEQ 






ORIEN 








IDNO 


CLUSTER 


' ■ : SEQ NAME 


T 


"-CLONE ID 


LIBRARY 




2269 


726408 X 


1874.D08.gz43 237969 


• F 


M00056998D:II08 


UC2-PrimColon 




2270 


734708 


1874.D12.gz43 238033 


: F 


M00056999A.G12 


UC2-PrimColon 




2271 


631251; .' 


l'874.A15.gz43 238078 


F .. 


M00056995C:H06 


UC2-PrimColon 




.2272 


726696 


1874.Dl6.gz43 238097 


•r.F.. ■ 


M00056999B:D07 


UC2-PrimColon 




2273 


448202 


1 874. FI6.gz.43 238099 


F 


M00057001D:F02 : 


UC2-PrimColon 




2274 


734629 


1874.Hl6.gz43 238101 


F : 


M00057003D-.F02 


UC2-PrimColon 




2275 


561993 


I874.K16.gz43_238104 


F ; 


M00057007B-.G02 


UC2-PrimColoQ 


V...V ;/.; •.;> •...• '■. v.; 


: 2276 


• 407723 


l874.J17gz43 238119 


F 


M00057006A:G10 


UC2-PrimColon 




2277 


736413 


1874.K17.gz43 238120 


F 


M00057007C-.A06 


UC2-PrimColon 


' •; '■' .V] :.. " v.' 


2278 


556637 


1874.P17.gz43_238125. 


F .: 


M00057012A.D12 


UC2-PrimColon 


; . • v> ; 


2279. 


731686 


1874 :A19.gz43_238 142 


:■' F 


M00056995D:Cll 


UC2-PrimColon 




2280: 


559053 


1874.B20:gz43 238159 


■ F 


M00056997B:CU 


UC2-PrimColon 




2281 


V 733625 . 


1875.J01.gz43 238247 


■ p 


M00057024B:F07 


UC2-PrimColon 


:'« ■■,■'■■'>. ' • •.. 


2282 


461486 


. 1 875 .001.gz43_ 238252 


F 


M00057030C:B03 


UC2-PrimColon 




2283 


■ : 556019 


1875.B02.gz43 238255 


F ' 


M00O57014BA02 


UC2-PrimColon 


;«;v'->--.-; ■'■ ; h^r.;... > 


2284 


732119 


■ ; 1 875.F02.gz43 238259 


F 


M00057018C:F02 


UC2-PrimColon 




2285 


41 1128 


1875.K02.gz43 238264 


F 


M00057025C A08 


UC2-PrimCoIon 




2286 


732441 


1 875 .A03.gz43 238270. 


F 


M00057012D:G03 


UC2-PrimColon 


:v . ... ". : y -'",- 


2287 


478448 


1875.B03.gz43_238271 


F 


M00057014B:B01 


UC2-PrimColon 




2288 


733723 


1 875 .D03.gz43 238273 




M00057016B.A09 


UC2-PrimColon 




2289 


726173 


1875.103:gz43_238278 


F 


. M00057023A:H09 


UC2-PrimColon 




• 2290 


451351 


1875.B04.gz43_238287 


F 


M00057014B:B06 


UC2-PrimColon 




2291 


570573 


■ 1875 E04.gz43_ 238290 


F 


M00057017A:F11 


yC2-PrimColon 


•V v. ' . 7 


2292 


655312; 


1875.K04.gz43 238296 


F = 


M00057025C.D11 


UC2-PrimColon 




2293 


732047 


l875.C05.gz43_238304 


. F - 


- M00057015A.E02 


UC2-PrimColon 




2294 


734091 


1875F05.gz43_238307 


F 


M00057018D:B10 


UC2-PrimColon 


;.:---.{V . — " •:•'*/ 


2295 


. 538582 


. 1875.E06.gz43 238322 


F 


M00057017A-G04 


UC2-PrimColon 




2296 


487183 


1875 C07.gz43_238336 


F 


M00057015AG06 


UC2-PrimCoIon 




. 2297 


483919i 


1875.G07.gz43_238340 . 


F 


M00057020D.A05 


UC2-PrimCoIon 




2298 


651049 


1875 L07.gz43_238345 


F 


M00057027B:B11 


UC2-PrimCoIon 




2299 


734392 


1875.D08.gz43_238353 


F 


. M00057016B:E06 


UC2-PnmColon 


..• ;> 


2300 


557896: 


1875.F08.gz43_238355 


F 


M00057018D.E05 


UC2-PrimColon 




2301 


89082 


1875.L08.gz43_238361 


F ' : 


M00057027B:E04 


UC2-PrimColon 




2302 


512863 


1875.P08.gz43 238365 


F 


M00057032A:C01 


UC2-PrimColon 




2303 


474009 


1875.D09.gz43_238369 


F 


M00057016B.H08 


UC2-PrimColon 




2304 


729731 


.1875.H09.gz43_238373 


F 


M00057022BA04 


UC2-PrimColon 




2305 


481581 


I875.A10.gz43 238382 


.'. "< F 


M00057013B:H07 


UC2-PrimColon 




2306 


732550 


I875 ; CI0.gz43_238384 


: .' F 


M00057015A:H12 


UC2-PrimColon 




2307 


735396' 


.1875.J10.gz43/23839i 


F 


M00057024D:D12 


UC2-PrimColon 




2308 


642693 


1875.P10.gz43 238397 


F 


M00057032A:F12 


UC2-PrimColon 




2309 


.733970 


l875.Dll.gz43 238401 


F 


M00057016C:B05 


UC2-PrimColon 




2310 


; 639629 


1875.Hil.gz43 238405 


F 


M00057022B:F03 • 


UC2rPrimColon 



127. 



SEQ 
ID NO 


CLUSTER 


- .' : ' ; v • ; ' ; • 

• SEQ NAME 


ORIEN 

: . ; -7 ':. 


CLONE ID v 


LIBRARY 


2311 


731577 


1875.L11 gz43_238409 


F . 


M00057027B:F06 


UC2-PrimCoIon 


2312 


733354 


1875B12.gz43_238415 


F 


M00057014C:E01 


UC2-PrimColon 


23 13 


626791 


1875.F12.gz43_238419 


F 


M00057019A:G04 


UC2-PrimColon 


2314 


559699 


1875.Hl2.gz43 238421 


F 


M00057022B:H04 


UC2-PrimColon 


2345 


1726208 


1875.A13.gz43 238430 


F 


M00057013C:E09 


UC2-PrimColon 


2316- 


730828 


1875B13.gz43_238431 


: F 


M00057014C:E03 


UC2-PrimColon 


2317 


390968 


., 1875. 113. gz43_23 8438 


F 


M00057023D:D05 


UC2-PrimColon 


2318 


471522 ■ 


I875.013.gz43 238444 


•'. F, 


M00057031A:H02 


UC2-PrimColon 


2319 


731838 


1875.D14.gz43_ 238449 


F 


M00057016C:E04 


UC2-PrimColon 


2320 


726476 


1875H14.gz43_238453 


F 


M00057022C:D12 


UC2-PrimColon 


2321 


466920 


1875.11 4. gz43_ 23 8454 ■ 


F 


M00057023D:D08 


UC2-PrimColon 


2322 


732712 


1875.N14.gz43_238459 


F 


M00057029D:A06 


UC2-PrimColon 


2323 


561338 


1 875.0 14gz43_238460 


F 


M00057031B:A01 


UC2-PrimCoIon 


2324 


733756 


1875.Al5.gz43_238462 


F 


M00057013C:H01 


UC2-PrimColon 


2325 


484023 


t875.C15.gz43_.238464 


F 


M00057015B:E01 


UC2-PrimColon 


2326 


557262 


1875 P15gz43_238465 


F 


M000570I6C:E11 


UC2-PrimColon 


2327 


559096 . 


1 875.E 1 5gz43_238466 


. ' F 


M00057017C:E03 


UC2-PrimColon 


2328 


455148 


1875.F15.gz43_238467 


F 


M00057019C:C08 


UC2-PrimColon 


2329 


616985 


I875.115.gz43_238470 


F . 


M00057023D:E11 


UC2-PrtmColon 


2330 


.733479 


1875.N15.gz43 238475 


F 


M00057029D:F01 


UC2-PrimColon 


2331 


558134 


■ 1875 .F 16gz43_238483 


F 


M00057019C:E03 


UC2-PrimColon 


2332 


703298 


1 875. D17.gz.43_23 8497 


F 


M00057016D:B07 


UC2-PrimColon 


• 2333 


477797 


1875.G18.gz43 238516 


F 


M00057021B:B07 


yC2-PrimColon 


2334 


432159 


1875.L18.gz43 23852 1 


'. F 


M00057027D:A12 


UC2-PrimColon 


2335 


736385 


1875.P 18.gz43 238525 


F 


M00057032D:A04 


UC2-PrimColon 


2336 


619265 ' 


1 875. B19.gz43_23 8527 


F 


M00057014D:E05 


UC2-PrimColon 


2337 


•4255 " 


1875 F19.gz43_238531 


.:" F 


M00057019D:C02 


UC2-PrimColon 


2338 


554080 


1875.M19.gz43 238538 


v ■■ F 


M00057028D:D09 


UC2-PrimColon 


2339 


734074 


1875.C21.gz43_238560 


F 


M00057016A:B04 


UC2-PrimColon 


2340 


734177 


1875.E21.gz43_238562 


F 


M00057018A.C05 


UC2-PrimColon 


2341 


727761 


I875.121.gz43 238566 


F 


M00057024A:D08 


UC2-PrimColon 


: - 2342 


733209 


1875.L21.gz43 238569 


;-"F'-- 


M00057027D:D07 


UC2-PrimColon 


2343 


512377 


1875.A22.gz43,238574 


F 


M00057014A:B11 


UC2-PrimColon 


2344 


733664 


1875.B22.gz43 238575 


i v F ■. 


M00057014D:G10 


UC2-PrimColon 


2345- 


640904 


• 1875.D22.gz43_238577 


F 


M00057016D:H03 


UC2-PrimColon 


2346. 


425203 


1875.N22.gz43 238587 


F 


. M00057030B:B03 


UC2-PrimCoIon 


,2347 


557164 


1875.B23.gz43 238591 


F : 


M00057014D:H01 


UC2-PrimColon 


• 2348 


494450 


1875 C23.gz43_238592 


F 


M00057016A:G01 


UC2-PrimColon 


2349 


639427 


1875.F23.gz43_238595 


F 


M00057020A:F09 . 


UC2-PrimColon 


2350. 


554693 


1875 H23.gz43_238597 


■'F.: : 


M00057022D:E10 


UC2-PrimColon 


2351 


; 732598. v 


1875.K23.gz43 238600 


F 


M00057026D:A05 


UC2-PrimColon 


: 2352 


.495241 


1875. M23.gz43_ 238602 


: F 


M00057029A:C08 


UC2-PrimColon 



128 







' '' ctrr\ XT A At C 




CLONE ID 


LIBRARY 


2353 


735989 


1875.N23.gz43 238603 


F 


M00057030B:F01 


UC2-PrimColon 


2354 


726044 


1875.124.gz43_238614 


•; F ' 


M00057024B:A11 


UC2-PrimColon 


2355 


728791: 


1 875 .L24.gz43_2386 1 7 


F 


M00057027D:G03 


UC2-PrimColon 


2356 


562769 


1 875. N24.gz43 238619 


F 


M00057030CA05 


UC2-PrimColon 


.2357 


479208 


1875 P24.gz43_23862I 


F 


M00057033AD08 


UC2-PrimColon 


2358 


4244 


1876.C03.gz43_238656 


F • : 


M00057035CE10 


UC2-PrimColori 


2359 


•732159 


J876.K03.gz43JZ3.8664 


F 


M0005704.6A:F02 


UC2-PrimColon 


2360 


473026 


1876. E04.gz43 238674 


F 


M00057038A:H07 


UC2-PrimColon 


2361 


736385 


1876.B05.gz43_238687 


F 


M00057034C:G12 


UC2-PrimColon 


2362 


734466 


.-. 1876J05.gz43_238695 


F 


M00057045A:C04 


UC2-PrimColon 


2363 


668731 


r 1876.K05.gz43_238696 


F 


M00057046A:G05 


UC2-PnmColon 


2364 


736881 


1876.H06.gz43_238709 


F 


M00057042D:E06 


UC2-PrimGolon 


2365 


466920 


1876:006 gz43_2387 16 


• F 


M00057051B:E09 


UC2-PrimColon 


2366 


728353 


1876.E07.gz43J238722 


F 


M00057038C:B06 


UC2-PrimColon 


2367 


732246 


1876.N07.gz43_238731 


F: ' 


M00057049D:F12 


UC2-PrimColon 


2368 


468296 : 


. 1 876. A08.gz43 238734 


F 


M00057033C:B03 


UC2-PrimColon 


2369 


454819 


1876/E09.gz43_238754 


F 


M00057038C:G08 


UC2-PrimColon 


2370 


481293 


1876.M10.gz43_238778 


F 


M00057048C:E04 


UC2-PrimColon 


2371 


735815 


1876.E1 l.gz43__238786 ; 


' F , 


M00057038D:A12 


UC2-PrimColoii 


2372 


732315 


1876.H12.gz43_238805 


F 


M00057043A:G07 


UC2-PrimColon 


.2373 


558573 


1876.M12.gz43_238810: 


F 


M00057048C:H11 


UC2-PrimColon 


2374 


492627 


•l876.G13gz43_238820 


F 


M0005704iD:C08 


UC2-PrimColon 


.2375 


732042 


1876.K14.gz43_238840 


F 


M00057046C:E05 


UC2-PrimColon 


2376 


737087 


1876.N14.gz43_238843 


F 


M00057050B:F06 


UC2-PrimColon 


2377 


456469 


1876AI6.gz43J38862 


F 


M00057033D:F10 


UC2-PrimColon 


2378 


735871 


1876.116.gz43_238870 


F 


M00057044C:B05 


UC2-PrimGolon 


'2379 


736855 


1876:F18.gz43J238899 


F 


M00057040D:H04 


UC2-PrimColon 


2380 


732562 


' 1876.M20.gz43_238938 


F 


M00057048D;H10 


UC2-PrimColon 


2381 


.727321 


1876.G22.gz43J38964 


F 


M00057042B.A10 


UC2-PrimColon 


2382 


'638857 


!876.H22.gz43_238965 


F 


M00057043C.H1 1 


UC2-PrimColon 


2383 


735972 


1 876. A23.gz43J23 8974 


F 


M00057034B:B01 


UC2-PrimColon 


2384 


.735054 


1876.L23.gz43 238985 


F 


M00057047D:H04 


UC2-PrimColon 


2385 


. 554854 


1885.M01:gz43_239018 


; F 


M00057068D-F04 


UC2-PrimColon 


2386' 


731262 


; 1 885.00 l.gz43_239020 


F 


M00057071A.A10 


UC2-PnmColon 


2387 


729981 . 


1 885 .C02.gz43_ 239024 


F 


M00057055C:F01 


UC2-PrunColon 


2388 


735292 


1885.r02.gz43_2.i902/ 


r 


MUUID /VjyU.riUy 


u z r r niuv> oion 


2389 


726699 


1885.L02.gz43_239033 . 


F 


M00057067D:H06 


UC2-PrimColon 


2390 


624133 


I885.O02.gz43_239036 


F 


M00057071A:B04 


UC2-PrimColon 


2391 


645262 


1885.A03.gz43_239038 


F 


M00057053A:A02 


UC2-PrimGolon 


2392 


558549 


l885.K03.gz43_239048 


F 


M00057066D:B03 


UC2~PrimColbn 


2393 


736093 


. 1 885. L03.gz43 .239049 


F 


: M00057068A:C10 


UC2-PrimCoIon 


2394 


733573 


1885.G04.gz43 239060 


F 


M00057061B:H02 


UC2-PrimColon 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 

T : „ 


CLONE ID 


LIBRARY 


2395 


481366 


:1885.I04.gz43_239062 


F 


M00057064B:H10 


UC2-PrimColon 


2396 


556385 


1885.N04.gz43_239067: 


F 


M00057070A:B07 


UC2-PrimColon 


; 2397 


559656 


1885.L05.gz43_239081 


F 


M00057068A:F05 


UC2-PrimColon 


2398 


446616, 


1885.A06.gz43_239086 


F 


M00057053A:D11 


UC2-PrimCo!on 


2399 


728445 


1885.C06.gz43i239088 


F 


M00057055C:H07 


UC2-PrimColon 


2400 


732223 


1885.D06.gz43 239089 


F 


M00057056D:Fll 


UC2-PrimCoton 


2401 


595506 


. l885.G06.gz43. 239092 


F 


M00057061C:D04 


UC2-PrimColon 


2402 


627515 


1885.K06.gz43_239096 


F . 


M0005.7066D:E01 


UC2-PrimColon 


2403 


730528 


1885.L06.gz43 .239097 


F 


M00057068A:F07 


UC2-PrimColon 


2404 


451233 


1885.E07.gz43_239106 


F 


M00057058D':G08 


UC2-PrimColon 


2405 


728884 


1885.H07.gz43 239 109 


. F 


M00057063A:CO8 


UC2-PrimCoIon 


2406 


541793 


1885.I07.gz43 239110 


F 


M00057064C:F11 


UC2-Primeolon 


2407 


736415 


. 1 885. LOS. gz43 239129 


F 


M00057068A:G05 


UC2-PrimCoion 


2408 


552641 


1885. F09.gz43 239139 


F ' 


M00057060B:D07 


UC2-PrimColqn 


2409 


736156 


1885 G09.gz43_23914<) 


' - F . - 


M00057061D.D03 


UC2-PrimColon 


2410 


"560581 


1885.M09.gz43 239146, 


: •• F 


M00057069A:F09 


UC2-PrimColon 


2411 


654723 


1885.D10.gz43_239153 


F 


M00057057A:G01 


UC2-PrimColon 


2412 


731449 


1885.ElQ;gz43 .239154 


F 


M00057059A.B04 


UC2>PriinCoIon 


2413 


.452623 


1885.G10.gz43 239156 


■ F 


M00057061D:F05 


UC2-PrimColon 


2414 


,732072 


1885.M10.gz43. 239162 


F 


M00057069A:H()8 


UC2-PrimColon 


2415 


452224 


1885. P10.gz43 239165 


. F 


M00057072C:A03 


UC2-PrimColon 


2416 


550637 


1885.Kll.gz43 239176 


.'.F ; ; 


M00057067B:C11 


UC2-PrimColon 


2417 


453508 


1885. Mll.gz43_239 178 


F 


M00057069B.A08 


UC2-PrimColon 


2418 


■732872 


1885.Al2.gz43_239182 


f : 


M00057053C-B10 


UC2-PrimColon 


2419 


735283 


i885:P12.gz43_239197 


F 


M00057072C:A09 


UC2-PrimCoIon 


2420 


422590 


1885.D13.gz43 239201 


F 


M00057057B.E06 


UC2-PrimColon 


2421 


422242 


1885.J13.gz43_239207 


F 


M00057066A:A09 


UC2-PrimColon 


2422 


471982 


1885.D14.gz43_.2392 17 


F 


M00057057B:E07 


UC2-PrimColon 


2423 


.736285 


1885.H14.gz43_23922I 


F 


M00057063B:F06 


UC2-PrimColon 


2424 


734787 


1885.P14.gz43_ 239229 


,. F, 


M00057072C:C02 


UC2-PrimColon 


2425 


733623 


1885.A15.gz43_239230 


r F 


•M00057053C:G04 


UC2-PrimColon 


2426 


736318 


: 1885.Dl5.gz43_239233 


F 


M00057057B.G03 


UC2-PrimColon 


2427 


677769 


1885.A16.gz43 239246 


F 


M00057053D:D01 


UG2-PrimColon 


2428 


726380 


1885.B16.gz43. 239247 


■ 'C F ;' ■ 


M00057055B:D07 


UC2-PrimColon 


. 2429 


134501 


1885.C16.gz43_ 239248 


F 


M00057056B:C06 


UC2.PrimColon 


2430 


731844 


1885.F16.gz43 239251 


" F 


M0005706()C:D05 


UC2-PrimColon 


2431 


730472.: 


1885.B17.gz43_239263 


Y 


M00057055B:E10 


UC2-PrimColon 


2432 


455884 


I885.C17gz43_239264 


F 


M00057056B:D05 


UC2-PrimColon 


2433 • 


669.159 


1 885. H17.gz43_ 239269 


F-' ; 


M00057063C:C04 


UC2-PrimColon 


2434 


736146 


1885 Kl7.gz43_239272 


F •' 


M00057067C.D04 


UC2-PrimColon 


2435 


729502 


1885 A 18.gz43 239278 


■'. F 


M00057054A:B12 


: UC2-PrimCoion 


2436 


: 731830 


1885 C18.gz43 ,239280 


F 


M00057056B-D11 


UC2-PrimCoion 



SEQ 
ID NO 


CLUSTER 


: •• tvSEQNAME; ;; • /' 


ORIEN 

■r'-T'l- 


CLONE ID 


LIBRARY 


2437 


706245 


1885.N18.gz43 239291 


F - 


M00057070C.H 10 


UC2-PrimColon 


2438 


631526 


1885. P18.gz43 239293 


F 


M00057072C:H01 


UC2-PnmCoion 


2439 


736113 


1885.A19.gz43 239294 


F ... 


M00057054A:D01 


UC2-PrimColon 


2440 


567005 


1885.B19.gz43 .239295 


F ' 


M00057055B:F05 


UC2-PrimColon 


2441 


730128 


l885.KI9.gz43 239304 


F 


' M00057067C-.II09 


UC2-PrimColon 


2442 


620462 


l885.E2().gz43_239314 


• ; 'F, r: 


M00057059C:H02 


UC2-PrimColon 


2443 


450551 


1885.F20.gz43_239315 


F 


M00057060D.C09 


UC2-PrimColon 


2444 


724773 


1885.L20.gz43 .239321 


. F 


M00057068D:B03 


UC2-PrimCoion 


2445 


735028 


1885.N20.gz43_239323 


F 


M00057070D:B08 


UC2-PrimColon 


2446 


476947 


1885.E21 : gz43_239330 


F 


M00057059DA09 


UC2-PrimColon 


2447 


420958 


1885.I2l.gz43 239334 


F 


M00057065C:B07 


UC2-PrimColon 


2448 


447758 


1885 021. gz43_239340 


, F 


M00057071D:E01 


UC2-PrimColon 


2449 


447075 


1885.G22.gz43_239348 


F 


M00057062B:H04 


UC2-PrimColon 


2450 


455248 


1885.L22.gz43 239353 


F 


M00057068D:C09 


; UC2-PrimColon . 


2451 


732351 


I885.022.gz43_239356 


F 


M00057071D-.G01 


UC2-PrimCoion 


2452 


620159 


1885.P22.gz43_239357 


F 


M00057073A.B12 


UC2-PrimColon 


2453 


472704 


I885.K23.gz43_239368 


F 


M00057067D:F03 


UC2-PrimColon 


2454 


649349 


1885.N23.gz43 239371 


:"f..- 


:M00057070D:G03 


UC2-PrimCoIon 


2455 


735216 


. 1885 F24.gz43_239379 


F 


M00057061A.F09 


UC2-PrimColon 


2456 


572273 


1885.J24.gz43. 239383 


F ; 


M00057066C:B02 


UC2-PrimColon 


2457 


736210 


1885.L24.gz43 239385 


F 


M00057068D:E05 


UC2-PrimColon 


2458 


731358 


l886.M02.gz43 239418 


• ■ F ;,' 


M00057088B:E02 


UC2-PrimColon 


2459 


: 639629 


1886:D03.gz43_239425 


F .: 


M00057077B:B06 


UC2-PrimColon 


2460 


. 733910 


•1886.L03.gz43 239433 


: F 


M00057087BA07 


yC2-PrimColori 


2461 


; 473588 


1886.N04.gz43 239451 


F 


M00057090A:B02 


UC2-PrimColon 


2462 


727407 


. 1886.N05.gz43_239467 


F ■ 


M00057090A:C03 


UC2-PrimColon 


2463 


.368965 


1886.H07.gz43_239493 


■ F 


M00057082C:G03 


UC2-PrimColon 


2464 


734059 


1886IL13.gz43_239593 


' " F 


M00057087D.B04 : 


UC2-PrimColon 


2465 


419465 


1886.P15.gz43 239629 


F 


M00057092CA05 


UC2-PrimColon 


'2466 


732487 


. 1 886 A 18,gz43 239662 


F 


M00057073D:H05 


UC2-PrimColon 


2467 


.538582 : 


1886.M20.gz43_239706 


F 


M00057089B.D01 


UC2-PrimColon 


2468 


732131 


1886.022.gz43 239740 


F 


M00057091D:Fll 


UC2-PrimColon 


2469 


556212 


1886.E23.gz43 ,239746 


F 


M00057079A:F05 


UC2-PrimColon 


2470 


731966 


: 1886.M24.gz43_239770 


F 


M00057089D.E03 


UC2-PrimColon 


. 2471 


732873 


1887.C02.gz43_239809 


■ F 


M00057095B:G03 


UC2-PrimColon 


2472 


732550 


1887.G02.gz43. 239813 


-. :. f 


M00057099D.D1 1 


UC2-PrimColon 


2473. 


731477 


1887 D04.gz43_239842 


;y F 


M00057096C:B08 


UC2-PrimColon 


2474 


485441 


1 887.104 gz43_239847 


F 


M00057102A.F1 2 


UC2-PrimCoion 


2475 


533689 


. 1887.B05.gz43_239856 


F 


M00057094B:D07 


UC2-PrimColon 


: 2476 


735515. 


■ 1887.H05.gz43 239862 


■■"■:¥-■:-■ 


M00057100D:E09 


UC2-PrimColon 


2477 


: 678846 


l887.M06.gz43 1239883 


F 


M00057106A:H04 


UC2-PrimColon 


2478 


638908 


1887.P06.gz43 239886 


: F . 


M00057110CA04 


UC2-Prim€olon 



1L> NU 


CLUSTER 


SEQNAME 


URlbN 

1 


CLONE ID : 


LIBRARY 


2479 


516799 


1887 L07:gz43_239898 


F 


M00057105C.C06 


UC2-PrimColon 


2480 


553898 , 


1887.A08.gz43_239903 


' F 


M00057093C:A02. 


yC2-PrimColon 


2481 


. 644354 


1887.F09.gz43 239924 


i-\ F 


M00057099A-.C04 


UC2-PrimColon 


2482 


731697 


1887.K09.gz43 239929 


F 


M00057104DA02 


UC2-PrimCoIon 


2483 


645139 


1887 F10.gz43_239940 


F 


M00057099A:H12 


UC2-PrimColon 


2484 


,732885 


1887.O10.gz43 239949 


F 


M00057109A:F11 


UC2rPrimGolon 


2485 


736634 


1887All.gz43_239951 


F 


M00057093C:E01 


UC2-PrimCoIon 


2486 


'457842 


1.887 pi i:gz43_239954 


: -:-F.r..v: 


M00057096D:H05 


UC2-PrimColon 


2487 


654475 


1887.Fll.gz43 239956 


■: p - 


M00057099B:A06 


UC2-PrimColon 


2488 


543772 


1 887.1 12.gz43_239975 


". ■ • -'F; 


M00057I02B.E12 


UC2-PrimCol6n 


2489 


734344 


1887.L12.gz43_239978 


F ; * 


M00057105C:G02 


UC2-PrimColon 


.2490 


693869 


1887.N12.gz43_239980 


F 


M00057108BA12 


UC2-PrimColon 


2491 


733348 


1887.012.gz43 239981 


F - 


M00057109A:H09 


UC2-PrimCoIon 


2492 


733209 


•1887.L14.gz43_240010 


F 


M00057105D:C10 


UC2-PrimColon 


2493 


401368 


1887.F15.gz43_240020 


F 


M00057099B:D02 


UC2-PfimColon 


2494 


452276 


I887.117.gz43 240055 


- F ... 


M00057102D:C11 


UC2-PrimColon 


2495 


736220 


" 1887.P17.gz43_240062 


F ; 


M00057110D:E12 


UC2-PrimColon 


2496 


735584 


1887.G18.gz43_240069 


F 


M00057100C:F02 


UC2-PrimColon 


2497 


.448325 


1887.J19.gz43 240088 


F 


M00057104A:H06 


UC2-PrimColon 


2498 


732312 


1887.0 1 9 gz43 240093 


.,-f 


M00057109C:D10 


UC2-PrimCoIon 


2499 


477387 


:l887.C20.gz43_240097 


F 


M00057096B:C05 


UC2-PrimColon 


2500 


729222 


1887.D20.gz43 .240098 




M00057097B:E02 


UC2-PrimColon 


2501 


733972 ■ 


1887.F20.gz43 240100 


F 


M00057099CA06 


UC2-PrimCoton 


2502 


735113 


1887.B21.gz43_240112 


F 


M00057095A:F11 


UC2-PrimColon 


.2503 


,650920 


. 1887.12 l.gz43_2401 19 


■ ': f "'. 


M00057103A.F1 1 


UC2-PrimColon 


2504 


729560 


1 887.024 .gz43_240 173 


F 


M00057110A:A03 . 


UC2-PrimCoion 


2505 


415825 


1888.A01.gz43 240 175 


F. 


M00057112A:C12 


UC2-PrimColon 


2506 


733225 


1888.D01.gz43 240178 


i F 


M00057115D:C10 


UC2-PrimColon 


2507 


'732113 


1888.D02.gz43 240 194 


. F 


M00057115D:D06 


UC2-PrimColon 


2508 


.568632 


1888.L03.gz43_240218 


; ■ ■': F 


M00057126D.A04 


UC2-PrimCoion 


2509 


736539 


1888 J04.gz43_240232 


F 


M00057124A:G08 


UC2-PrimColon 


2510 


602673 


1888D05.gz43_240242 


F 


M00057115D.F06 


UC2-PrimColon 


2511 


553264 


; 1888.F06.gz43_240260 : 


F 


M00057118B.E10 


UC2-PrimColon 


2512 


555655 


1888.G06.gz43_240261 


, F 


M00057120A:D01 


UC2-PrimColon 


2513 


736534 


1888K06.gz43._ 240265 


F •; 


M00057125C:BU 


UC2-PrimeoIon 


2514 


451764 


1888.O06.gz43_240269 


F 


M00057129D.F03 


UC2-PrimColon 


2515 


732896 


1888 D07.gz43_240274 


■ . F 


X K f\f\ f\ CHI 1 H A .T}C\£L 

M00057116A:B06 


UCz-rrimCoJon 


2516 


733365 


1888.I07.gz43 .240279 


F 


M00057122D:A01 . 


UC2-PrimColon 


2517 


736548 


1888 O08.gz43_240301 


F 


M00057130A:A02 


UC2-PrimColon 


2518 


553338 


1888H09.gz43_2403lO 


F 


M0005712*B:H10 


UC2-PrimColon 


2519 


105056 


1888 K10.gz43__240329 


F 


M00G57125C:E02 


UC2-Prim€olori 


2520 


288535 | 1 888.0 10gz43_240333 


F 


M00057130A-A11 


UC2-Prim€oron 



132 



SEQ 
ID NO 


CLUSTER 


SEQ NAME . ; : ' 


ORIEN 

v T. / 


clone id ; 


■ ,:. .; . • •. 
LIBRARY 


2521 


453733 


1888 G12.gz43_240357 


F 


M00057120C:B09 


UC2-PrimColon 


2522 


552783 


1888.H12.gz43_240358 


F 


M00057121C:E08 


UC2-PrimCoIon 


' 2523 


.732937 


1 888.1 12gz43_240359 


F 


M00057123A:F09 


UC2-PrimColon 


2524 


542490 


1888.Kl2.gz43 240361 . 


F 


M00057125D:B02 


UC2-PrimColon 


2525 


553087 


I888.LI2.gz43 240362 


F 


M00057127A:E10 


UC2-PrimColon 


: '2526 


609459 


1888.G14.gz43_240389 


F 


M00057120C:F08 


UC2-PrimColon 


2527 


736810 


1 888.0 14gz43_240397 


F ■" 


M00057130A:D10 


UG2-PrimColon 


2528 


.735959 


1888.L15.gz43 240410 


F 


M00057127A.il 10 


UC2-PrimColqn 


2529 


560868 


1888.H17.gz43. 240438 


F 


:M00057122A:A07 


UC2-PrimColon 


2530 


726176 


1888.P17.gz43_240446 . 


. F . 


M00057131D:D02 


UC2-PrimCoion 


2531 


724952 


1888.A18.gz43_240447 


F 


M00057112D:G08 


UC2-PrimColon 


2532 


1030 


1888.H18.gz43 .240454 


F 


M00057122A:C04 


UC2-Primeolon 


2533 


454961 


1888. Ll8.gz43 .240458 


F 


M00057127B:D10 


UC2-PrimColon 


•2534 


'643517 


1888.C19.gz43 240465 


F 


M00057115.C:B11 


UC2-PrimColon 


2535 


733006 


1888 H19.gz43_240470 


F 


M00057122A:C11 


UC2-PrimColon 


2536 


733171, 


1888 : A20.gz43_240479 


F 


• M00057113A.A08 


UC2-PrimColon 


2537 


735018 


1888.B20.gz43 240480 


f ' 


M00057114C:E07 


UC2-PrimCoIon 


2538 


728479 


1888.B21.gz43 .240496 


F 


M00057114C:F08 


Ue2-PrimColon 


2539 


726575 


1888.J21.gz43 240504 


F 


M00057125A:A07 


UC2-PrimColon 


2540 


734606 


1888.122 gz43_2405 19 


F 


M00057123D:F07 


UC2-PrimColon 


, 2541 


732476 


1888.D23.gz43 JZ40530 


■ '-'F- ■ 


M06057116C;H09 


UC2-PrimColon 


; 2542 


656263 


1888.H23.gz43 240534 


F 


M00057122B:F04 


UC2^PrimColon 


2543 


662617 


1888.K23.gz43_240537 


F 


M00057126C:C05 


UC2-PrimColon 


.2544 


474108 


l888.D24.gz43_240546 


•,:'F... 


M00057116D-.B10 . 


UC2-PrimCoIon 


2545 


455581 


. 1888.J24.gz43_240552 


F 


M00057125A:F07 


UC2-PrimCoIon 


2546 


-447692 


1888.L24.gz43. 240554 


F 


M00057127C:F03 


UC2-PrimColon 


2547 


735514 


1 888. M24.gz43 240555 


F 


M00057128C:H02 


UC2-PrimColon 


2548 


440284 


1888.N24.gz43_240556 


F 


M00057129D:D07 


UC2-PrimColon 


2549 


639644 


1897iA02:gz43_240575 


F 


M00057132B:H05 


UC2-PrimCoIon 


2550 


568031 


1897.G02.gz43 240581 


F . 


M00057139A:G08 


UC2rPrimColon 


: 2551 


•555960 


l897.L02.gz43 240586 


F 


M00057144D:D03 


UC2-PrimColon 


2552. 


462779 


l897.M02.gz43_240587 


F 


M00057l45D:E0l 


UC2-PrimColon 


; 2553. 


472068. 


1897.C03.gz43_240593 


F 


M00057134B:D06 


UG2-PrimGolon 


2554 


728413 


• 1 897 N03.gz43. 240604 


F 


M 00057 147.AB07 


UC2-PrimColon 


i 2555. 


519378 


1897.P03.gz43. 240606 


F 


M00057149B:B07 


UC2-PrimColon 


•2556 


733951 


1897. A04.gz43 240607 


■-F ■ 


M00057132C:C04 


UC2-PrimColon 


: 2557 


448212 


1897.P04.gz43 240622 


F 


M00057149B:B08 


UC2-PrimColon 


2558 


536225 


1897.B05.gz43 1240624 


F 


M00057133C:B02 


UC2-PrimColon 


1 2559 


736288 


1897.F05.gz43_240628 


" : F 


M00057138A:F02 


UC2-PrimColon 


2560 


■ : 225960 


1 897:E06.gz43 240643 


F . 


M00057137A.H12 


UC2-PrimColon 


2561 


655327 


I897.H08.gz43_240678 




M00057140B:H01 


UG2-PrimColon 


2562 


735729 


1897.N08.gz43 240684 




M00057147A:H07 


UC2-PrimCblon 



.133 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID 


LIBRARY 


7^67 


647771 

■ VJ*T,£.Z / J 


1897 F09 or43 740692 


F 

I 




T TP 7 -Prim Pol nn 


7564 


540785 


1 807 O00 o747 74070 1 


F 


M000571 48PR07 


T TP 7 -P ri m P nl r»n 


7565 

ZJOJ 


775756 

/ J J / JU. 


1807 PI 1 0747 740714 


. u •• • 

. .JT ■ 


M00057140C H01 

1Y1V7V7v7_' / l*t7v.flUl . 


TIP 7 -Prim Pol nn 


7566 


64066? . 


1807 P 1 7 0747 740770 




lU00057n7R-r07 


T TP7-PrimPnlnn 


7567 

ZJ VJ / 


'■ 54377? 

J*T J / / z 


18Q7 Fl? ^747 740740 


' I; ■ 




T TP7-PrimPnlon 


7568 


77S801 


1 807 M 1 7 0747 740747 

107/. IVl I Z . J^Zrt J Z*tv/ -/ *t / 


F 


M00057 1 46AH05 


T TP7-PrimPnlnn 


7560 
ZjOV 


457846 
*t J / o^tO 


1 807 >J 1 7 or47 740748 
1 0 7 / JTN 1 Z .gZ'r J z*+u / *+o 


F 


M 000 5 7 1 diC • R0 1 


TTP7-PrimPnlnn 


7570 
ZJ /u 


776718 

-;. / JO J iO 


1 807 HI 7 0747 740740 


■ F ' 


Mooo57 1 48rroo 


T TP7-PrimPn1nn 


7571 

Z J / 1 


658771 
OJoZ / 1 


1 807 K 17 CT747 74076 1 


F ' 

F 


M00057144R D04 


1 TP7-PrimPnlnn 


7S77 
ZJ / z 


775787 v 

/JJZOJ 


1807 MH 0747 740761 

107 / .IVl U .gZ*r J. Ztu/UJ 


F 


M00057 1 4fiRr06 


T TP7-PrimPh!nn 


7S77 

Z J / J 


447550 
^f'f / J JU 


1 807 A 1 5 o747 740787 

1 O7 / .jrVJ. J.gZT-J ZHU/OJ 


F 

F . 


M00057177AR07 


I IP7-PrimPrilnn 

IJ Z F 1 11 1 lOUlyn 


7574 
ZJ /^f 


500758 

JW / Jo 


1807 HIS a 7 47 740700 


v f 

• F ; 


M00057 1 40DR07 


T TP7-PrimPnlnn 


757-> 
ZJ 


567005 

JO/UUJ 


I 807 HI 7 0741 740877 


F 
r 


M000571 40DF07 

iVlvJVJV/-? / lTVFU.r V/Z ■ 


TTP7-PnmPn1nn 

VJ VvZ F 1 llllv^VJlVJll 


7576 
ZJ / O 


577 171 
JZJ 1/1 


1 807 kT 1 7 ot47 74087 S 

. 1 07 / :tv 1 / .gZHj ZHVJOZJ 


' F ■ 

F 


M00057144RH10 


T TP 7 -Pri m Pnl on 


7577 
ZJ / / 


707515 

jy / j 1 j 


1807 M17»747 740877 

lo" ( .1VJL1 / .gZHJ ZHV/OZ/ 


F 
r 


M 000571 46RH17 


1 TP7-PrimPnlnn 

KJ 'L/ Z *F 1 U 11 VyUlUll 


7S78 
ZJ /o 


7767 1 8 


1807 F18a747 740876 
1 07 / p.gz'T j z'+v/oju 


F 

r 


M00057178D F01 

lVlvWUJ / 1JOU.1 ,uJ 


TTP7-PrimPn1on 


7570 
ZJ / v 


440075 


1807 1 1 8 0747 740870 


■ ' F 


M00057 147AH07 


UP? -PrimColon 


7580 

ZJOU 


486076 
toOw/vj 


1 807 K" 1 8 0747 74084 1 


F 


1U0005 7 1 44r • A07 


T TP7-PnmPolon 


758 1 

Z Jp 1 


770847 


1807 f))8 0747 740845 

IO" /_ .U'lO.gZtJ Zt-wOt-J 


' F 


M 000 5 7 1 40 A • A 04 


TTP?-PrimPolon 


7587 

ZJoZ 


776440 ; 


1807 F10 0747 740857 


.. F 


M00057n8DF!0 




7587 
Z Jo J 


771717 
/ J I J 1 / 


1807 O10 0747 740857 


F 


M00057 1 70DG07 


(TP?-PrimPolon 


7584 
ZJo'i- 


550004 


1807 177 0747 740007 


F 

. F 


M00057 1 47R-F06 

\yt\j\3\j-J 1 JL'TZ'lJ.l \J\J 




758^\ 

. Z Jo J 


448707 
H*+oZUZ 


1807 T 77 0747 740006 


F 

F 


M00057 1 45PH01 


UP 7 -Prim Polon 


7S86 
ZJoO 


71 87 14 

/ loJ lH 


1807TsT77 0747 740008 

1 07 / .INZZ-gZH J Z.H\jy\JG 


■ F • 

• F 


MOriO 5 7 1 47D H00 


T rP?-PrimPnInn 
,kJ\s<L r lxiiiv^vJiv 1 * 


7587 
ZJo/ 


77S08Q 
y JJ7O7 


1 807 T97 0747 7400 1 7 


F 


M00057175AR07 


UP 7 -PrimPolon 

vj v>z ■ x l iiiiv^v/i V/ii 


7^88 

ZJOO 


48000 1 
4o7W 1 


1 807 F77 0747 74001 6 


F 

• r ; 


A400057170AR10 


UP?-PrtmPn1nn 

Uvi. 1 1X111V_/V^1VJAI . 


758Q 
zj 07 


46777Q 
HOZ / / 7 


1807 H77 ot47 74001 8 
1 oy 1 .riz J .gz*r J Zt-vj^ 1 0 


F 

F 


M00057141 A G06 

\yt\J\J\J~J / l*r 1/A..VJ wvj 


UP 7- Pri mPnlnn 
vjv>z. x i imv_^vxiv/n 


7^00 
zjyu 


<Q680Q 


1808 P07 0^47 747717 

1 07 O. v^v/Z. gZH- J . Z^tZZ 1J 


F 

F . 


M000571 57RG07 


T TP7-PrimPnlnn 

VJ V-Z F 1 XlllV^UHJll 


7501 
zjy 1 


447007 


1808 A07 0747 747777 


F ' 

F 


M00057 1 5 on r 04 


I TP? -PrimPolon 

VJV-.'Z X 1 XI 11 V^/\J1>J11 


7^07 
ZJVZ 


770661 


1 808 ri04 rrr47 747746 
1 oVo.JL'V'+.gZ'tJ Z^-ZZHU 


F 
r 


M000571 55AF1 1 


UP?-PrimPolon 

■ VJ \-/Z*F llXllwVJlVJll 


; zjVj 


/161716 
401 J 10 


1 8Q8 H04 ot47 747750 
10 70.tlUH.gZ*+j ZH-ZZJU 


' F : 
r 


M00057 1 60D- A 1 1 


T TP?-PrimPnlnn 

VJ Z F 1 11 1 1 K^KJ IViil 


ZJV4 


450774 
4jU /z*t 


1808 A05 fr 7 47 747750 


F 


M0O0571 50DF08 


I IP? -PrimPolon 

VJV>Z X 1 lIllV/V/lV/11 


zjyj 


480707 


1 808 P05 ctt47 747760 
I'oyo.iJUj.gzHj z*fzzpu 


F 

F 


M000571 57R H07 


UP7-PrimPolon 

VJV^-Z X I llllV^VJlvJfl 


7^06 

zjyp 


777608 
/Z /OUo 


1808 F05 ot47 747764: 

I070.r UJ.gZ t rJ ZH-ZZUt 1 


. F 
i 


M000571 57DHOX 


TIP 7 -PrimPolon 

VJV>x< X 1 LI 11 V^VJlVJll 


7 5 07 


640857 - 


1808 P05 0747 747774 
• 1 o"O.Jr uj.^itj. z*tzz /. fc t 


- " p • ■ 


M00057169A F05 


UC2-PrimColon 


2598 


650297 


l898.A06.gz43 242275 


F 


M00057151A:B04 


UC2-PrimColon 


2599 


,491933 


1898.E06.gz43_242279 




M00057156B:D10 


UC2-PrimColon 


2600 


'..733552 


l898.P06.gz43_242290 . 


F 


M00057169A:F06 


UC2-PrimColon 


2601 


730341 


1898.D07.gz43 .242294 


F 


M00057155A:G11 


- UC2-PrimColon 


2602 


640563 


1898.D08.gz43_242310 


F 


M00057155A:H07 


. UC2-PrimColon 


.2603 


640603 1 


1898.B10.gz43. 242340 


, F 


MG0057152C:C10 


UC2-PrimColon 


:. 2604 


.552972 


1898.ElO.gz43 242343 


• F 


M00057156C:E08 


UC2-PrimCoIon 



SEQ 
ID NO 


CLUSTER 


■ ' * ".' 
SEQ NAME : . .. 


ORIEN 

^ ; 7 


CLONE ID 


LIBRARY 


2605 


736030 


!898.F10.gz43_242344 


F 


: M00057158B:C02 


UC2-PrimColon 


2606 


,736228 


1898,Gll.gz43_242361 


F 


M00057159C:Eli 


UC2-PrimColon 


2607 


648820 


1898.Mll.gz43 242367 


F 


M00057165DH05 


UC2-PrimColon 


2608 


735993 


1898.D12.gz43 .242374 


F 


M00057155C.B07 


UC2-PrimColon 


2609 


402516 


1898.Hl2.gz43_242378 


F 


M00057161B:D02 


UC2-PrimColon 


2610 


583625 


1 898.0 12gz43_242385 


F 


M00057168B:D02 


UC2-PrimColon 


2611 


726448 


1898 N13.gz43_242400 


F 


M00057167A:D08 


UC2-PrimColon 


2612 


735756 


1898.II14.gz43 242410 


. F 


M00057161B:E07 


UC2-PrimColon 


2613 


551654 


i898.C15.gz43.. 24242 1 


F 


M00057153D.H01 


UC2-PrimColon 


2614 


558477 


1898.D15.gz43_242422 


' F 


M00057155C.G04 


UC2-PrimColon 


2615 


728353 , 


1 898.1 15gz43_242427 


F 


M00057162B:E10 


UC2-PrimColoii 


2616 


. 736634 


1898 Ml5.gz43_242431 


F 


M00057166B:B07 


UC2-PrimColon 


2617 


737006 


1898.P 15. gz43 242434 


F . • 


M00057169C:H10 


UC2-PrimColon 


2618 


.736288 


1898;J16.gz43_242444 


F 


M00057163C:D06 ' 


UC2-PrimColon 


2619 


• 734794 


1898 P16.gz43_242450 


F 


M00057169C:H12 


UC2-PrimColori 


2620 


734928 


1898.E17.gz43_242455 


F 


M00057156D:F02 


UC2-PrimColon 


2621 


727976 


1898.FI7.gz43 242456 


F 


M00057158C-.C10 


UC2-PrimColon 


2622 


736790 


1898F19.gz43_242488 


F 


M00057158C:G05 


UC2-PrimColon 


2623 


735633 


. 1898 I21.gz43_242523 


F 


M00057162C:C01 


UC2-PrimColon 


2624 


. 734484 


1898.B22.gz43_242532 




M00057153B:A04 


UC2-PrimColon 


2625 


480142 


1898.D22.gz43 242534 


■> f : 


MO0O.57155D.E12 . 


UC2-PrimColon 


2626 


454073 


1898G22.gz43_242537 


F 


M00057160B:G08 


UC2-PrimColon 


2627 


599714 


1898.L22.gz43 .242542 


- F , " 


M00057165C:E08 


UC2-PrimColon 


2628 


• 737042 


1898.M22.gz43 242543 


F 


M00057166B-.G06 


UC2-PrimColon 


2629 


405016 


1898.N22.gz43_ 242544 


F 


M00057167C-.A05 


: UC2-PrimColon 


2630 


723915 


1898.L23.gz43_242558 


F 


M00057165C:F05 


UC2-PrimColon 


2631 


737006 


1898.023 gz43_242561 


F 


M00O57168C:D03 


UC2-PrimColon 


2632 


734808 


1898. B24.gz43 242564 


F 


M00057153B:D02 


UC2-PrimColon 


2633 


471887 


1898.P24.gz43_242578 


F 


M00057170A:D11 


UC2-PrimColpn 


2634 


733972 


1899A01.gz43_242579 


: :"F 


M00057170A:D06 


UC2-PrimColon 


2635 


.554221 


1899.J0l.gz43 242588 


F 


M00057181C.D10 


UC2-PrimColon 


2636 


735426 


1899.N01.gz43. 242592 


F 


M00057192A.D12 


UC2-PrimColon 


2637 


454812 


1899.P01.gz43_242594 


F 


M00057194CA03 


UC2-PrimColon 


2638 


562453 


1899.D02.gz43 242598 


F 


M00057173D:B12 


UC2-PrimColon 


. 2639 


554683 


1899.M02.gz43 242607 


F 


. M00057189D:G08 


UC2-PrimColon 


2640 


474346 


1899.N02.gz43_242608 


F 


M00057192A:F01 


UC2-PrimColon 


2641 


729039 


1899.D03.gz43_242614 


' ' F '-■ 


■ M00057173D:C07 


UC2-PrimColon. 


2642 


560183 


1899.J03.gz43_242620 


F 


■ M00057181C:G07 


UC2-PrimColon 


2643 


422590 


1899.D04.gz43 242630 


. F 


M00057173D:E04 


UC2-PrimColon 


2644 


642936 


1899.K04.gz43. 242637 


F 


M00057182C:C03 


UC2-PrimColon 


2645 


730106 


1899.N04.gz43 242640 


F 


M00057192A.H05 


UC2-PrimColon 


2646 


449548 ' 


1899.H05.gz43_242650 


■ F ■ 


M0O057179C:BO5 


UC2-PrimColon 



SEQ 
ID NO 


CLUSTER 


SEQ NAME ;" 


ORIEN 

T'. 


''■ '{' ' '.■.: '■' ■■ 
CLONE ID 


' ■ ■ . ■- 
LIBRARY 


2647 


736861 


1899.P05.gz43 .242658 


F 


M00057194C:F02 


UC2-PrimColon 


2648 


730220 


1 899. A06.gz43 242659 


F 


M00057170A.H04 


UC2-PrimColon 


2649 


736309. 


I899.106.gz43_242667 


F 


M00057180C:F09 


UC2-PrimColqn 


2650 


373615 


1899.K06.gz43_242669 


■■■ F , 


M00057182C:C11 


UC2^PrimColon 


2651' 


640635 


1899.O06.gz43 242673 


-F''-,; 


M00057193C:F1 1 


UC2-PrimColon 


2652 


735764 


1899:F07.gz43 242680 


F ; 


M00057176A;H10 


UC2-PrimColon 


2653 


735801 


1899.J07.gz43_242684 


kF,v. 


" M00057181D:C09 


; UC2-PrimColon 


2654 


477098 


1899.K07.gz43_242685 


■ F • 


M00057182DA08 


UC2-PrimColon 


2655. 


734031 


1899.M07.gz43. 242687 


:• f; 


M0005719lA:H09i 


UC2-PrimColon 


2656 


419711 


1899.N07.gz43. 242688 




M00057192B:D10 


UC2-PrimCoion 


2657 


390968 


1899.P07.gz43_24269() 


F 


M00057194C:F10 


UC2-PrimColon 


2658 


732625 


1 899. E08.gz43_ 242695 


F . 


M00057175B:G12 


UC2-PrimColon 


2659 


, 462986 


1899F08.gz43_242696 


F 


M00057176A:H12 


UC2-PrimColon 


2660 


482512 


1 899.1108 gz43_242698 




M00057179C:G10 


UC2-PrirriColon 


2661 


473238 


1899.C09.gz43_242709 


F 


M00057172D:F08 


UC2-PrimColon 


.2662 


735789 


I899.l09.gz43 242715 


F 


M00057180D:C10 


UC2-PrimCoIon 


2663 


736595 


1899.K09.gz43 242717 


F 


M00057182D:B11 


UC2-PrimColon 


2664 


735514 


1899.M09.gz43_242719 


F 


M00057191B.C06 


UC2-PrimColon 


; 2665 


630516 


1899.O09.gz43_242721 


F 


M0()057193D:F06 


UC2-PrimColon 


2666 


730899 


1899.N10.gz43 242736 


: F . 


M00057192C:B11 


UC2-PrimColon 


2667 


552055 


1899.P10.gz43_242738 


F 


M00057194D:C12 


UC2-PrimColpn 


2668 


528404 


1899.CH.gz43_242741 


F 


M00057i73A:C07 


UC2-PrimColon 


2669 


734209 


1899.Dll.gz43 242742 


F 


M00057174B.C06 


UC2-PrimCplon 


2670 


452243 


1899.Jll.gz43_242748 


F. ' . 


M00057181p:H07 


UC2-PrimColon 


2671 


734061 


1899.01 l.gz43_ 242753 


F 


M00057194A:B07 


UC2-PrimColon 


2672 


625988 


1899.GI2.gz43_24276l 


. F 


M00057177C.D07 


UC2-PrimColon 


I 2673 


561632 


1899.D13gz43_242774 


F 


M00057174B:C11 


UC2-PrimColon 


; 2674 


731370 


1899.E13.gz43 242775 


F 


M00057175C.D02 


UC2-PrimColon 


; 2675 


480142 


1899.G13.gz43_242777 


F 


M00057177C:G11 


UC2-PrimCoIon 


2676 


736049 


1899.01 3. gz43_242785 


F 


M00057194A:C06 


UC2-PrimColon 


2677 


725691 


1899.A14.gz43 .242787 


F 


M00057170C:C01 


UC2-PrimColpn 


2678 


727523 . 


1899.M14.gz43_242799 


F 


M00057191C:D02 


UC2-PrimColon 


2679 


421794 


1899.D15.gz43_242806 


,;'-F 


M00057i74B:Fli 


UC2-PrimColon 


2680 


732429 


1899.G1 5. gz43. 242809 


F 


M00057177C:H04 


UC2-PrimColon 


2681 


530883 


1899.H15.gz43 242810 


..-T:"'. 


M00057180A:H11 


UC2-PrimColon 


2682 


729173 


l899.P15.gz43_242818 


F:-; 


M00057196AE03 


UC2-PrimColon 


2683 


734744 


1899.D16.gz43. 242822 


F 


M00057174B.G03 


UC2-PrimColon 


2684 


•735605 


1899.F16.gz43J42824 


F 


M00057176B:F10 


UC2-PrimColon 


2685 


726786 


1899.N16.gz43 242832 


F ■ 


M00057192D:G02 


UC2-PrimColon 


2686 


725089 


1899:0 16gz43_242833 


F • 


M00057194A.F01 


UC2-PrimColon 


2687 


.448770: •: 


1899.D17.gz43_242838 


r. F 


: M00057i74B:Gi2 


UC2-PrimColon 


2688 


532904 


1899.E17.gz43 242839 


F 


M00()57175D:A12 


UC2-PrimColon 



SEQ 
IDNO 


CLUSTER 


SEQ NAME 


ORIEN 
T 


CLONE ID ■ : 


v ; : .■ 
LIBRARY 


2689 


560568- 


1899.Kl7.gz43 242845 


F 


M00057186A-E12 


UC2-PrimColon 


2690 


736402 


1899.N17.gz43_242848 


F 


M00057192D:G04 


UC2-PrimColon 


2691 


516729 


1899.P17.gz43_242850 


: ' F 


M00057196B:H10: 


UC2-PrimColon 


2692 


718314 


T899.H18.gz43_242858 


F 


M00057180B:C06 


UC2-PrimColdn 


2693 


737116 


1899.J18.gz43_242860 


F 


M00057182A:H07 


UC2^PrimColon 


2694 


723985 


1899.B19.gz43_242868 


F 


M00057172A:B02 


UC2-PrimColon 


2695 


573733 


1899.F19.gz43. 242872 


.• F 


M00057176C:H08 


UC2-PrimColon 


2696 


475872 


1899H19.gz43_242874 


F : 


M00057I80B:D01 


UC2-PrimColon 


2697 


625988: 


1899F20.gz43_242888 


' • F V . 


M00057176D.A03 


UC2-PrimColon 


2698 


736354 V 


1899.L20.gz43 242894 


■-- F 


M00057189C:G11 


UC2-PrimColon 


2699 


535866 


1899C21.gz43_242901 


- ."F 


M00057I73C.C07 


UC2-PrimColon 


2700 


648221 


1 899.D2 1. gz43. 242902 


F 


M00057174CG07 


UC2-PrimColon 


2701. 


736280 


1899.H21.gz43_242906 


F 


M00057180B:F05 


UC2-PrimColon 


2702 


156329 


1899.N21.gz43_242912 


F 


M00057193B:C11- 


UC2-PrimColon 


2703 


721768 


1 899.02 l .gz43 .242913 


F 


M00057194B:E05 


UC2-PrimColon 


2704 


• 639507 


1899.B22.gz43 242916 


F 


M00057172A:H06 


UC2-PrimCoion 


2705 


451383 


1 899.E22.gz43. 242919 


F 


M00057175D:E12 


UC2-PrimColon 


2706 


■ 349977 


1899.J22.gz43_242924 


F 


M00057182B:D09 ; 


UC2 : PrimColon 


2707 


734928 


1899.M22.gz43 242927 


; F .' 


M00057191D:G10 


UC2-PrimColon 


, 2708 


480623 


1899.A23.gz43_242931 


F 


M00057170D:B08- 


UC2-PrimCokm 


2709 


674526 


.1899,H23.gz43_242938 


• F 


M00057180B:G06 .. 


UC2-PrimColon 


2710 


730805 


1899.M23.gz43 242943 


F 


M00057192A:B04 


UC2-PrimColon 


2711 


: 640350 


1900.G()l.gz43_242969 


F 


M00057206A.C06 


UC2-PrimColon 


: 2712 


726449 


1900K01.gz43 u 242973 


F 


M00057210A:C12 


UC2-PrimColon 


2713 


552457 


1900 E02.gz43_242983 


F 


M00057203B:F08 


UC2-PrimCoIon 


2714 


730308 


1900:C04.gz43_2430l3 


F 


Md0057200D:E03.. 


UC2-PrimColon 


2715 


734993 


1900E04.gz43.243015 


F 


M00057203C:A09 


UC2-PrimColon 


2716 


562320 


1900.H04.gz43_243018 


F . 


M00057207B:F06 


UC2-PnmColon 


2717 


556656 


1900.O04.gz43 243025 


: f 


M00057216D:DO5 


UC2-PrimColon 


2718 


446752 


1900D06.gz43_243046 


F 


M00()57202A:DO5 


UC2-PrimColon 


2719 


736738 


1900.L06.gz43_243054 


F 


• M000572HC:C06 


UC2-PrimColon 


2720 


639395 


: 1900.O07.gz43_243073 


; F-"' 


M00057216D.F10 


UC2-PrimColon 


2721 


516729 


1900.B08.gz43 243076 


F 


M00057199B.-B06 


UC2-PrimColon 


.2722 


; 557262 


1900.E08.gz43 243079 


F 


M00057203D:A09 


UC2-PrimColon 


2723 


731531 


1900.108.gz43_243083 , 


F 


M00057208B:H08 


UC2-PrimCoIon 


2724 


: 736778 


19OO.K08.gz43 ; _243O85 


F 


M00057210C:D09 


UC2-PrimColon 


2725 


724638 


1900.O10.gz43 .243 121 


F 


M00057217A:A12 


UC2-PrimColon 


2726 


483061 


1900.B12.gz43_243 140 


F 


M00057199C:H08 


UC2-PrimColon 


2727 


725905 


1900 C12.gz43_243141 


F 


M00057201A:H03 


UC2-PrimCblon 


2728 


: 648757 


: 1900.M12.gz43_243 15 1 


F 


M00057213C.D06 


UC2-PrimColon 


2729 


735797 


1^00 Ai4.gz43v243 171 


F 


M00057197D:H10 


UC2-PrimColon 


2730 


732771: 


1900.I14.gz43 243179 


F 


M00057208C.E12 


UC2-PrimColon 



SEQ 
ID NO 


CLUSTER 


SF.Q NAME 


ORIEN 

.' : j : \ 


CLONE ID 


LIBRARY 


- Z. f J X 


736276 


1900 E15 ez43 243191 


F 


M00057904AF1 1 


T TG9 -PrimPoInn 


971? 


449078 


1900 019 ez43 243265 




M000579T7IVF19 

ivxv/v/v/ j / ^ 1 / xj.ir 1 z . 


I ir^-PrimPAlon 
uyii*r liiiiv/v/iyn 


9711 
z, / jj 




1900 A20 ez41 241267 


F 


M000571 98R-r09 


11^9^1*1111(^01011 

*JV^^ X I U.IAV^'VylvUl 


9714 


714996 


1900 F90 P741 241279 


F 


M00O57905D G06 


T ir9-Pnrr»rn1nn 


971 5 

Z J J J 


- 716500 


1900G20&z41 941271 


. ■ F 


M00057907 A • A07 


Iir2-PrimroIoTi 

UV/A X iillJVWiUil 


9716 

Z/jy 


711979 

/ JJi f-Z 


1 900 K20 P741 941277 

1 7VV.IVZ.\J.gZ/T J itJL / / 


. . .X 


M0005721 1A-D0T 


T JC2-Primrolon 

yyi< X l LULK^yJUJlL 


Z / 3/ 


519904 


1900 R99 a741 941100 


' ' F 

A 


IU00057900RD04 




9718 
z / Jo 


64X170 
utoj iy 


1900 K99 0741 941109 


F 


M 000 5 79 1 1 R A08 : 

lVXV7v/yj f.Z 1 XXJ.^VV/O 




9710 


640400 


1900 M99 C7741 94111 1 

; 1 yi/v/.lVlZZ.gZ-tJ ZtJv 1 1 


F 


M00057914RR19 


nr9-PriTnrnlr»n 


9740 
Z / tv 




1 900 N9? (T741 9411 12 

1 7V/y .i>»z.z..£Zitj itjjiz. 


' F 

x. . . 


M00057216r D12 




9741 


561696 


1900 F24 pt4T 941115 


. F ' 

. . X 


M00057204CG06 

ivxyv/yj / iv/Ty.vjyu 


, : VJV>Z» X 1 UllV_y WlV/11 


9749 

Z /H-Z . 


65161 6 

.. OJ jU 1 0 


1 000 K94 a 7 41 941141 

1 yUy.IVZH-.^Z'+O ZrrJj^rl 


F 


M000579 1 IRT09 

lVAVvIV/ J./ -i» 1 A JJ.V/W7 


TIC? -Prim Col nn 


9741 
Z /ft J 


714898 


1909 GO! (T741 941151 


F "- 

: 1 


M00057295rH07 


UVZ * * WllV'^llyX* 


9744 


49711 1 

HZ / 1 1 J 


1909 HO 1 ar41 941154 

lyuy .JTxy 1 .gZ^V ZtJ J J*t 


...... 

1 


M00057996r F05 
1 lviyvjwj / zzwy.iwyj 


VJV-'Z, -! HJHlV>V7il7lI 


9745 


561877 


1 900 K"0 1 o 7 41 941 15 7 


F ■■" 

.X 


M00057911RA01 

lvxyy w j / z J iX7,jrvv/;i 


T fC9-PrimCnlon 


9746 


454561 


1909 M01 0741 941159 


F 

X 


M00057911RG04 




9747 


69581 0 

. OZ Jo IvJ 


1900 P01 or4T 941169 


F 


M00057916DH09 


T ir9.-Primrnlon 


974£ 
z / to- 


475569 
H- / J JOZ 


' 1909 F09 a741 941168 


F 

X 


; M00057294r R02 

• • lvxvv/yj / zz.*rv^.xjyz. 


I Jr2-PrimColon 


9740 
z /4ty 


715740 
/OJ /*f y 


1909 K09 cr 7 41 941171 


F 


M0005721i r R04 

1V1 VV/U J / ^ J 1 V/ .JL) WT 




9 7 SO 


989198 

Z07JZO : 


1909 R01 a741 941180 


F 

■ • X ■ 


M00057219D GI I 

- ivx%7yyj t a. x 7ju/»\j 1 x 


UG2-PrimColon 


975 1 
Z / J i 


465607 


1909 POl a741 941181 


F 


M00057990DF06 




9759 


796809 


1 900 POl (j741 941 181 


F 

X 


M00057991RG0 1 




9751 

:Z7jj 


791050 


100O T01 ct-741 941188 


F 


MOO 05 79 1 OG CO 5 
iviyuwj / ijuv/.yuj 


lTG9-Primrolon 


9754 
Z / JH 


711874 


1 909 N01 a741 941199 

l7vv.nWJ.gZTj Z.tJJ7i 




M00057914DA12 


I [r2-PrimColon 


9755 

Z / JJ _ 


454190 


1 QOO A 04 a741 941195 

1 7U 7 .rvv/H-.gZrr J ZHJJ7J 


F 

' X 


M000579 1 8P F 1 0 

IYlv/l/v/ J / Z 1 Ov> .X XV/' 


T ir 2 -Prim C ol on 


97^A 

Z / J.O 


711£6£ 


1000Rn4o-741 941106 

1 7W7 .DUH'.gZ'+J Z, L tJJ7U 


F 

X 


M000579 1 9DH04 


T ir9-Primrolon 


9757 
Z /j / 


1 £49040 
O'fZy^fy 


1 000 H04 0741 941409 
1 yu7.n.y*+.gz^j Ztjtwz 


F 


M00057996rF12 


1 ir2-Primrolon 


9755i 
Z / jo 


108OA1 


1000H05a741 941414 
i yyy .jl/i/j.^zt j z*+j*t it 


F 


M00057999RA06 


T ir2-Primrolon 

uv>z *■ 1 UUV>UIU11 


97^6 

z / >y 


714AOO 


1 QOO r;05 / T ^41 94141 7 
lyuy.vjUJ .gz £ tj_z £ t jh i / 


V 
r 


M00057995TVF01 
lviyuyj / zzJL/.Eryi 


TTr9-Primrolon 

XJV_/Z. I lUllV^L/ 1*711 


: 97£n 
Z /OU 


£01 05 1 


1 000 M05 ot41 941494 

iyvj7.1NvJ.^ZH-j ZtOtZ** 


F ' 


M00057914DF04 


IJr2-Prim£olon 

Uv^z, x i xiiiv>wiyii 


97 A 1 


797955 
/Z7ZJJ 


1000 P06 ar41 941411 
lyyy.A^uvj.gZTj^zrt jt j 1 


F 
r 


M0005799ir-R01 


Tir2-Primrolon 


97A9 
z /OZ 


£19400 

uoz't yy 


1 ono T06 a^41 941415 
1 yuy.iv/u.gztj ztJtjj 


F ; - 


M00057999AR01 

IViyWUJ /iZ,7A.JJl'J 


TTC2-PrimColon 


97£1 


7170 lO 


1000 1^06 0741 941417 
iyy 7. jvud .gztj ztjtj / 


F 


MO0057911PF06 


Ijr2-PrimGolon 

Vj X 1 Xlll W *71v/li 


97£4 


- 79ft 191 
/Zo 1Z 1 


1000 T 06 Q741 941418 
iyuy . j_jvv7.^z 4 + j ztjtjo - 


- ' F 

X 


M000 5 7 9 1 9 RG02 


I ir2-Primrolon 

VJV^-^» .1. UlUV/v'vU 


9765 
Z /OJ 


47981 1 
- 4- /ZO 1 1 


1909 R08 0741 941460 

. l7W7.DWO,gi/Tj Z.TJTUV/ 


F 


M00057220AC06 


UC2rPrimCoIori 


2766 


648140 


1 909.H08.gz43_243466 


F 


' ,M00057226C:HiO 


UC2-PrimColon 


•2767 


•726251 


1 909. A09.gz43 243475 


F 


M00057219A:D05 


UC2-PrimCbion 


2768 


64263 1 


I9O9.B09.gz43_243476 


F 


W00057220A.D09 


Ue2-PrimColon 


2769 


598087 


1 909. J09.gz43 243484 


F 


M00057230C-.G12 


UC2-PrimColon 


2770 


398061 


1909.K09.gz43_243485 


F ' 


M00057231C:F12 


UC2-PrimColon 


2771. 


463513 


!909.M09.gz43_243487 


' F 


M00057233D.G12 


:• ue2-PrijTiColon 


2772 


81 


1909.F10.gz43_243496 


• F 


■ M00057225A:C08: 


UC2-PrimGolon 



138 



Table 2 



SEQ 
ID NO 


CLUSTER 


SEQ NAME 


ORIEN 


CLONE ID 


• LIBRARY 


2773 


735050 


1909 H10 ez43 243498 


F 


M000577?f>r) Rfll 


r TP 9 -Prim Pn1 nn 


2774 


735140 


1909 K10 ez43 243501 


F • 


M0005721 IC G04 


ITP9-Primrn1nn 

UV/Z, 1 I llllV^UlVJll 


7775 


••- 990107 


1909 O10 2z41 741505 


F 

X 


M00057716AFOX 


f Tr*9-PnmPnlfMi 

Uv^Z-Fl IIIIV^UIUII 


A. 1 . 1 VJ 


735817 


1909 P10 ez43 243506 


F 

X 


M000577 17FVD 1 0 

1t1v/v7V7^7 1 /L J t LJ . 1 S 1 W 


1^7 \^ X L H 1 1 V_/ UlV/i I 


2777 


735514 


,1909 Dl 1 ez43 243510 


F • ; 


M00057222DC10 


IJr2-PnmColon 

V7V-'-— • A I HH V-j (JLKJk I 


2778 


602673 


1909 F11 ez43 243512 


\ F 


M00057225A E03 - 


tJr2-PrimCo1on 


2779 


647815. 


1909 111 ez43 243515 


F 


M00057229BF11 


UG2-Primrolon 


2780 


402024 


1 909 A 1 2 ez43 243523 




M00057219AE11 


V7 VZ, -1 1 A111V>V71V711 


2781 


631.111 


1909 C 12 ez43 243525 


F 


M00057221B : B01 


UG2-PrimColon 


2782 


451888 


1909 112 ez43 243531 


F 


M00057229BG1 1 


rjC2-PrimCoion 


2781 


456224 


1909 j 12 2743 243532 


F 


M00057230DC05 


UC2-PrimColon 


2784 


V 555116 


: 1909 LI2 ez43 243534 


- F 


M00057232D-B03 


I rC7-PrimColon 

v7 V> 1 111 11\_- VJlvJl 1. 


778S 

. z / p J 


716088 

. ;-' / JU700 


•1009 A 1 1 2741 741519 


. F ' 


M00057710A HM 

lYL\J\J\J~r '■ox Xrv.x'l i l , 


Iir7-Primrnlnn 


7786 


61 1067 


1000 R11 2741 741540 


F 


M00057770RA06 


I ir7-Primro1on 
Uvl r i iiiiVvUivjii 


2787 


716718 / 


1 000 F 1 1 2741 741541 


F 

X 


M00057771D H01 


Iir7-Primrnlnn 

V,7V^— < X . 1 1xI1V/v71U 1 M 


978K 


646557 


1909 Gil 2741 241545 


F 


M00057226 AB04 




Z /0-7 


79 S 190 

/ZJ 1ZU 


1 000 Oil 2741 9 41 5 5 1 




1U00057716B H1 1 

lVlV7\7V~f / Z*J\7j-).l.y 1 J. 


L7 v_ X 1 11 11V^< UlVJll 


9700 


SQ1Q7Q 


1 000 A 1 4 CT741 941SSS 




MOOOS77 1 ORRl 0 


VJ\*t£.~X- 1 1111V^V/1V71JI 


9701 


7*5 1 467 


1909 N14 <J741 741568 


F 


M00057235B A07 


\_>*Vv/Z . X 1 Xlll\_/\J1V71A 


9799 

Z / vZ 


474869 

*T / TOU7 


1 Q09 A 1 5 2741 741571 


"•■ f ' • 

X 


M000577i9Rr06 

1tXv/V/v7^7 f A y XJ » V/ V7\J 


Ur7-Primrolon 

Uv_ x i a i i\_'V/iv7ii 


9701 

Z / 


71S106 


1909 T15 2741 741571 


F 
i 


M00057771R F1 1 


UG7-PrimroIon 

V7 V^X. A 1 UllV>V71v71A 


9704 


719716 


1 Q0Q K 1 S 2741 741 SX1 


F ■" 


MO0O5771 1 DA05 


I Jr7-Pnmrn1nn 

W V^xi. 1 11111X^171^711 


970S 


794417 


1909 I 15 2741 241582 


F 


M0005 723 1 A C04 


V7V>Z» 1 I 1A11V>W1V/A1 


7706 


454155 • 


1909 F 16 2741 241591 


F 


M00057224A D07 


Ur2-PrimColdn 


9707 

'Z * r ' 


' 719X00 


1 Q0Q D 1 7 2741 741606 


- F 
* 


IVf 00057771 A F06 


w V_y A 1 11 1 1 V,. U 1 V_J 1 1 


. . Z / j/O 


711140 


1Q0Q 117 2741 741617 
1 y\jy.j 1 ^/ .££z^-' irtJuiA 


• F 

X . 


MO0057711 AT)04 


\J Z. A 1 1111V/V71\J11 


97QQ 

Z / 77 


71^699 

/ J JOZZ 


1909 R1X 2741 741670 
i yyjy .u 1 p .qlttj z,7julu 


F 

■ -X 


M00057770RG10 

1 ¥ A V7 V/ \7 ^ / A.£.\JXJ ,\J X \J . 


Ur2-PrimGolon 


zoyU 


4^1119 


1000 OlO 2741; 741649 

l7U7.U17.g2. t TJ' Z,'tJ|vj't~ 


F 


M00057716rr07 

IVAv/V/V/w' / -"£,-7 VV/. V_/V7 {■ 


Ur2-PrimColon 


ZoU 1 


7947X1 


1900 PI 9 2741 741650 

17V/7.I 17.giTj JL^ ->\JJ \J 


F 
x 


M00057237D CM 


IJr2-PriinCoIon 


9X09 
zouz 


JJUOJZ 


1000 R70 2741 741652 


F 


M00057220CA08 


Ur2-PrimColon 


9X01 


719 1 SO 


1909H20 2z41 241658 


F 

• , X 


M00057227BA05 


UC2-PrimColon 


9X04 


714600 


1009 H71 2741 741670 


F 
* 


M0005 7223 B A07 

LtAV7VJ V7^ / Z*£*.-J A-J . AU / 


Ur2-PrimColon 


9X0S 




1 909 17 1 2741 741675 


F 

X 


M00057230BB07 

1VA\7\7V/-j' ./ X, J\7JU'.AJ\7 / 


Ur2-PrimColon 


9X06 


7141 SI 


1909 N71 2743 243680 


F 


M00057235CC08 


UC2-PrimColon 

V_7 \_x Z- Jk i 1111 V^-VlVll 


; 9X07 

; ZOv /. 


SS1XS0 


1909 T22 2743 243685 


• F 


M00057221GE07 

■ ATXVy \J\J \ i,Z« A .Ijv 1 


UC2-PrimColon 


2808 


736894 


1909.D22 gz43_243686 


F 


M00057223B:B04 


UC2-PrimColon 


2809 


486051 


1909:K22.gz43_243693 


F 


M00057231D:F10 


UC2-PrimColon 


2810 


734553 


1909.N22:gz43_243696 




M00057235C:F03 


UC2-PrimColon 


2811 


473578 


1909.P22.gz43 243698 


F 


M00057237D:D09 


; UC2-PrimColon 


2812 


737010 


1909A23.gz43_243699 


/:/F : -V 


M00057219D:C02 


UC2-PrimColon 


2813 


735514 


. 1909.B23 gz43_243700 


■ F ■; 


M00057220C:F08 


UC2-PrimColon 


2814 


418682 


1909C23.gz43_243701 


F 


M0.0057221C:F02 


UC2-PrimColon 



139 



SEQ 
ID NO 


CLUSTER 


V— • ■■ r-X'r : 

.' : '':> : f' : :. "*v 

.. SEQ NAME. 


ORIEN 


CLONE ID 


• " 

LIBRARY 


2815 


734562 


1909.F23.gz43 243704 


F .•: . 


M00057225C:F09 


UC2-PrimColon 


2816 


664711 


1909.M23.gz43_2437U 


F 


M00057234C:D11 


UC2-PrimColon 


2817 


727558 


1909.E24.gz43 .243719 


F • 


M00057224B:H02 


UC2-PrimColon 


2818 


730028 


1910.C01.gz43_243733 


F ; 


M00057240A.F03 . 


UC2-PrimColon 


2819 


611604 


1910.E01.gz43_243735 


F 


M00057242C.G12 


UC2-PrimColon 


2820 


558617 


19 10.H01.gz43 243738 


■ F 


M00057246A:G11 


UC2-PrimColon 


2821 


733144 


1910.J01.gz43 243740 


F 


M00057248B:D11 


UC2-PrimColon 


2822 


647242 


1910.M01.gz43 243743 


F 


M00057252B:E04 


UC2-PrimCoion 


2823 


733552 


1910.F()2.gz43.;243752 


F - 


M00057243C:D01 


UC2-PrimColon 


2824 


729428 • 


I9IO.N02.gz43_243760 


f •; 


M00057253C:A06. 


UC2-PrimCoIon 


2825 


641680 


1910.A03.gz43 243763 


F 


M00057238A:D07 


UC2-PrimColon 


2826 


514838 > 


1910.L03.gz43_243774 


F , 


M00057251A:F02 


UC2-PrimColon 


2827 


735403: 


1910.N03.gz43 243776 


F ■.; 


M00057253C:D11 


UC2-PrimColon 


2828 


732859 


1910.104.gz43_j243787 


F 


MQ0057247C:C11 


UC2-PrimColon 


2829 


.730046 


. 1910.C06.gz43_243813 


F 


M00057240B:C01 


UC2-PrimColon 


2830 


650067: 


1910.E06.gz43 243815 


F 


M00057242D:C07 


UC2-PrimColon 


2831 


734884 


1910.F06.gz43 .243816 


. F 


M00057243CH11 


UC2-PrimColon 


2832 


.550730 


I9l0.l06.gz43_2438l9 


F 


M00057247C.F10 


UC2-PrimColon 


2833 


449042, 


1910.K06.gz43 243821 


F 


M00d57249D:H09 


UC2-PrirhCoIon 


2834 


647704 


• 1910.B07.gz43_243828 


F 


M00057239B:F05 


UC2-PrimCoIon 


2835 


555641 


1910.G07.gz43_243833 


.'. F 


M00057245A:F03 


UC2-PrimColon 


2836 


•734226, 


19 10.D08.gz43 243846 


"■' F 


, M00057241D:C04 


UC2-PrimColon 


2837 


•551437 


1 9 10.A09.gz43.. 243859 


F 


M00057238B:F05 


UC2-PrimColon 


2838 


639494 


1910.M09.gz43 243871 


F : 


M00057252D:B10 


' UC2-PrimColon 


2839 


661194 


1910.P09.gz43 243874 


F . 


M00057256B:A05 


UC2-PrimColon 


: 2840 


734466 


19IO.B10.gz43_243876 


F 


M00057239C.E05 


UC2-PrimColon 


2841 


734371 


1910.110.gz43_243883 


F 


M00057247D:D10 


UC2-PrimColon 


- 2842 


731392 


1910.Kll.gz43_243901 


. F 


M00057250B:A03 


UC2-PrimColon 


2843 


484964 


19l0.G12.gz43_243913 


F 


M00057245B.E02 


UC2-PrimColon- 


2844 


733991 


1910.H12.gz43 243914 


F 


M00057246C.B12 


UC2-PrimCoIon 


2845 


585976 


1910.M12.gz43_243919 


F 


M()0057252D:D04 


UC2-PrimColon 


2846 


. 729125 


19 10.B 13. gz43 243924 


F 


M00057239C:G07 


UC2-PrimColon 


2847 


. 733855 


1910:C13.gz43_243925 


F 


M00057240C.A06 


UC2-PrimColon 


2848 


733945 


. 19 10.D14.gz43. 243942 


,. F 


M00057241D:G01 


UC2-PrimColon 


2849 


555103 


1 9 lO.J14.gz43_ 243948 


.. F 


M00057249A:C06 


UC2-PrimColoh 


2850 


726011 


19 !0.Kl4.gz43_ 243949 


F 


M00057250B:D04 : 


UC2-PrimColon 


2851 


557353 


19l0.N14.gz43_243952 


.. •. f: - ; 


M00057254A:G07 


UC2-PrimColon 


: 2852 


457846 


: 1910.El5.gz43 243959 




M00057243A.H03 


UC2-PrimColon 


2853 


■456753 


1910.B16.gz43_243972 


F 


M00057239D:D01 


UC2-PrimCoIon 


2854 


731238 


1910.M17,gz43j 243999 


.'F 


M60057253A:C05 


UC2-PrimColon 


2855 


: 558332 • 


1 9 10.O17.gz43 .244001 


f ; 


M00057255C.A07 


UC2-PrimColon 


2856 


649390 


l910.P17.gz43_244002 


F 


M00057256D.A11 


UC2-PrimColon 



SEQ 
ID NO 


CLUSTER 


' ; S]EQ NAME ; ; • •• •' 


ORIEN 
T 


: CLONE ID 


LIBRARY 


2857 


734808 


1910.D19.gz43 244022 


-.F 


M00057242A.H11 


UC2-PrimColon 


2858 


731125 ; 


1910.L19.gz43 244030 


F 


M00057252A:D10 


UG2-PrimColon 


2859 


.476455 


; 19i0.G20.gz43_24404l 


: F 


M00057245D:G02 


UC2-PrimColon 


2860 


735754 


' !9l0.M20.gz43_244047 


F 


M00057253A.H10 


UG2-PrimColon 


2861 


735477 


1910.D21.gz43 244054 


F • 


' M00057242B:F07 


UC2-PrimColon 


2862 


734894 


19 10.12 l.gz43 244059 


F 


M00057248A:H10 


UC2-PrimGolon 


2863" 


473588 


I9l0.j2l.gz43_244060 


F 


. M00057249C:C07 


UC2-PrimColpn 


2864 


J735665 v. 


1910.K21.gz43 244061 


F : 


M00057250C:G02 


UC2-PrimCdlon 


2865 


725095 - 


19I0.M22.gz43 244079 


F 


M00()57253B:C06 


UC2-PrimGolon 


2866 


726081 


19 IO.P23.gz43_ 244098 


F 


M00057257A.H10 


UC2-PrimColon 


2867; 


455821 


;i910.F24.gz43_244104 


■-' F 


M00057244C:E06 


UG2-PrimColon 


2868 


449537 


19l0.O24.gz43 244113 


' F 


M00057255D:E02 


UC2-PrimColon 


2869 


514697 


1910.P24.gz43 244114 


■ V, 


M00057257B:C11 


UG2-PrimColon 


2870 


,586794 


• 191 1.101. gz43j244 123 


F 


M00057269D:F02 . 


UC2-PrimColon 


2871: 


648710 


1911.M01.gz43 244127 


F 


M00057275B:B02 


UC2-PrimColon 


2872 


630348 


191 l.C02.gz43 244133 


■ F 


M00057260A:E05 


UC2-PrimColon 


2873 


733570 


1911.F02.gz43_244136 


F 


M00057266D:B12 


UC2-PrimColon 


2874/ 


. 480723 : 


1911.J02.gz43_244140 


F 


M00057271A:E04 


UC2-PrimColon 


2875 


728756 ■ 


1911.C03 gz43 244149 


F 


: M00057260A.E11 


UC2-PrimColon 


2876 


. 735071 


1911.E04.gz43_244167 


..; F 


M00057265D:B12 


UC2-PrimColon 


2877 


630655 


1911K04.gz43_244173 


F 


M00057273A:C08 


UC2-PrimColon 


2878 


736014 


19ll.N04.gz43 244176 


F 


M00057279A:G02 


UC2-PrimColon 


2879 


42 ••>••• 


1911.P04.gz43_244178 


F 


M00057283A.E06 


UC2-PrimColon 


2880 


482145 ' 


191 l.D07.gz43 244214 


F 


M00057262B.C03 


UC2-Prim€olon 


2881 


735834 


191I.K10.gz43_244269 


F 


M00057273B:A12 


UC2-PrimColon 


2882 


42 


191 l.P10.gz43 244274 


F 


M00057283B:D09 


UC2-PrimColon 


2883 * 


736014 


1911.Mll.gz43 244287 


■•: f 


M00()57277B:C09 


UC2-PrimCoIon 


2884 


450692 


191 1,01 l.gz43_244289 


F ■ 


: M0005728iA:D08 


UG2-PnmColon 


2885 


4470 


191 l.M12.gz43 244303 


F 


M00057277B:EIO 


UC2-PrimCoIon 


2886 


456065 


1911.O12.gz43_244305 


F 


M00057281A-.H02 


UC2-PrimColon 


2887 


482985 


19U.K15.gz43 244349 


F . 


: M00057273C:F11 


UG2-PrimColon 


2888 


652782 


1911.G18.gz43_244393 


! ' F - : 


M00057268B:B03 


UC2-PrimColon 


2889 


725784 


1911H18.gz43_244394 


F 


M00057269C:E01 


UCi-PrimColon 


2890 


729321 


l9U.Kl9gz43 244413 


F :■ 


M00057273D:A06. 


UC2-Prim€olofi 


2891 


732213 


191 l.H22.gz43 244458 


F ■•' 


M00057269C.H06 


UC2-PrimColon 


2892 


420504 


191I.B23.gz43_244468 


■ F 


M00057259D-.D11 


UC2rPrimColon 


2893 


735687 


19ll.F23.gz43 244472 


F 


M00057267CG09 


UC2-PrimColon 


2894 


728790 


191I.J23.gz43_244476 


:"F; . 


M00057272G:D08 


. UC2-PrimColoh 


2895 


734131 


1911.P23.gz43_244482 


F 


M0OO57283D:B12 


UC2-PrimColon 


2896 


725951. 


191I.D24.gz43. 244486 


F 


, M00057265C.F03 


UC2-PrimColon 


2897 


554703 L 


19 U.E24.gz43 244487 


F 


M00()57266C:G12 


UC2-PrimColon 


2898 


; 546642 


1911 L24.gz43_244494 


;■' f. 


M00057275B:A12 


UC2-PrimColon 



SEQ 
ID NO 


CLUSTER 


[■■/:}% ; :..;'/ . -.^ •'_'•-;; ~ ■ \ 

SEQ NAME 


ORIEN 


'"■:':■■■■''■''}'■■'■ 
CLONE ID 


. ■'. ', ." ;* ' .- ' • " . 

LIBRARY : 


2899 


730189 


1912.F.03.gz43_244535 


f ; 


M00057291B:H08 


UC2-PrimColon 


2900 


728768 


1912.D08.gz43_244614 


F 


M00057290B;A02 


UG2-PrimColon 


2901 


420402' 


1912.I110.gz43 244650 


F 


M00057299C:A08 


UC2-PrimColon 


2902 


737109 


1912.E12.gz43_244680 


•"VF , 


M00057293A:H03 


UC2-PrimColon 


2903 


424672.; 


1912.H15.gz43_244730 


'.'F •; 


M00057299D.E04 


UC2-PrimColon 


2904 


558045 


i 1912:D16.gz43_244742 


f 


M00057290D:G03 


UC2-PrimColon 


2905 


733856 


1912F16.gz43_244744, 


F : 


M00057293BJI04 


UC2-PrimColon 


2906 


736449 


1912.H17.gz43 244762 


:"V-vF'\ 


M00057300A-A08 


UC2-PrimColon 


2907 


148201 


1912.H18.gz43_244778 


F 


M00057300A:B06 


UC2-PrimColon 


2908 


639427 . 


1912E19.gz43_244791 


'-• F 


M00057292A.B08 


UC2-PrimColoh 


2909 


730187 


1912:B21.gz43 244820 


F 


M00Q57287A:H06 


UC2-PrimColon 


2910 


732300 


1912.D24.gz43_244870 


F 


M00057291B.D08 


UC2-PrimColon 


2911 


465528 


l921.A01.gz43_244883 


••"F '/ 


M00057314A-.A10 


UC2-PrimColon 


2912 


549552; 


1921. JO l.gz43_ 244892 


F • 


M00057331D:D08 


UC2-PrimColon 


2913 


.470199 


\1921.E02.gz43 J244903 


" Vf ' , 


M00057320A:G08 


UC2-PrimColon 


2914 


729125 


1921.F03.gz43_ ; 244920 


,'•; F :.; 


M00057323B:G04 


UC2-PrimCoion 


•2915 


640341 


1921.C04.gz43_244933 


; f 


M00057316D;D02 


UC2-PrimColon 


2916; 


77737 


1 92 l.F04.gz43 244936 


: f 


M00057323B:I108 


UC2-PrimColon 


2917 


735469 


7 1 92 1 .G04 gz43 244937 


f ■ 


. M00057324B:E04 


UC2-PrimColon 


2918 


.736733 


192 1. B06.gz43 .244964 


F 


M00057315D:C06 


UC2-PrimColon 


2919 


732969 


192 1.106.gz43 .244971 


; . F 


M00057328C.F11 


UC2-PrimCoIon 


2920 


635849 


192 1 .J06.gz43_244972 


F 


M00057332A:C06" 


UC2-PrimCoIon 


2921 


733146 


1921.O06.gz43_244977 


F 


M00057339D:H09 


UC2-PrimColon 


2922 


•737114, 


l92I.A07.gz43 244979 


; F 


M000573i4B:H06 


UC2-PrimColon 


2923 


732114. 


1 92 l.L07.gz43 .244990 


*F 


M00057334D;E03 


UC2-PrimColon 


2924 


482788 


1921.P08.g/.43_245010 


F 


M00057341D:B09 


UC2-PrimColon 


2925 


554647 


1921.M10.gz43_245039 


F 


, M00057337C.G12 


UC2-PrimCoion 


2926 


552623 


1921.Bll.gz43 245044 


F 


M00057316A-.B04 


UC2-PrimColon 


2927 


447705 


192r.Ell.gz43 245047 


F 


M00057320D:C02 . 


UC2-PrimCoton 


2928 


731748 • 


1921.01 l.gz43_245049 


■ F 


M00057324C:G05 


UC2-PrimColon 


2929 


727093 


192 l.B12.gz43 .245060 


F 


M00057316A:D09 


UC2-PrimColon 


2930 


551607 


1921.N12.gz43 245072 


f : 


M00057339A:E08. 


UC2-PrimCoion 


2931 


727013 


1921.G13.gz43_24508l 


F "■ 


M00057324D.E10 


UC2-PrimColon 


-2932 


727018'. 


1921.L13.gz43. 245086 


F ■ 


M00057336B:E01 


UC2-PrimColon 


2933 


548635 


1921:Gl4.gz43_ 245097 


. F 


M00057324D:H03 


UC2-PrimColon 


2934 


726692 


1921 J14.gz43_245 100 


F ; ■ 


M00057332C:F12 


UC2-PrimColon 


2935 


556430 


1921.D15.gz43 .245110 


F : 


M00057319D:E06 


UC2-PrimCoion 


2936 


726692 


1921.A16.gz43_245123 


F 


M00057314D:E09 


UC2-PrimColon 


2937 


473225 


l921.Fl6.gz43_245128 


F \, 


.M00057323D:E10 


UC2-PrimColon 


2938 


892 : 


1921 KI6.gz43_245 133 


F 


■M00057334A:C12 


UC2-PrimColon 


2939 


730997 


1921.C17.gz43_245141 


f ■ 


M00057318B:H05 


UC2-PrimCoIon 


2940 


51616 


1921. E18.gz43 245159 


■ F 


' M0OO57323A:F01 


UC2-PrimColon 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


''A-^l^V^'^ v'"' v 
SEQ NAME, 


ORIE 
NT 


CLONE ID 


■ ' .: ; . - " . v.-. • 
LIBRARY • 


2941 


546642 


1921 F18 ez43 245160 


F 


M 00057374 A A09 


T ]C?-VrimCn]rm 


2942 


643005 


1921 G18 sz43 245161 


F 


M00O5737SR-DO6 


1^7^1*1111(^01011 


2943 


735054 


1921 H18ez43 245162 


F . 


M00057376DR10 


rir7-PHmrn1nn 

■. UV/i x 1 111 1V^*JxL»11 


2944 


727231 


1921 F19 ez43 245176 


F 


M00057324AC08 


!fC7-Primrolon 

U V< Z. - JT 1 xl 1 1 \^\Jx\sH 


2945 


733464 


1921 Jl-9 ez43 245180 


F 


M00057333AD08 


liCO-PrimCnicm 

• UVji. XT I III IV_^»JIVJH 


2946 


457092 


1921 B20 ez43 245188 


F 


M00057316CA06 

JkilVvv J / XV/ V> . 1 XV7 W 




2947 


733723 


1921 H21 ez43 245210 


F 


M00057328AF02 




2948 


557177 


1921 121 gz43 245211 


F 


M00057331C E10 


UC2-PrimColon 


2949 


734582 


1921 K21 ez43 245213 


F 


M00057334B F01 


UC2-PrimColon 

•v VJV»» X 1 1111 vvlvll 


2950 


448431 


1921 L21 ez43 245214 


F 


M00057336DF07 


I IC2-PrimColon : 

V V/o X 1 1.11IV/V1W11 


2951 


697006 


192 1 H22 ez43 245226 


F 


M00057328AF10 


UC2~PrimCoton 

\J V' A L 1A 1 1 V_/ VJ 1 1 V-'lJL 




457936 


1921 122 &z43 245227 


F 


M00057331CF10 


I jr2-Primrolon 

*l7VvZ. X 


7951 

Z. y~f J 


7771 17 

/ Z / 1 -7 Z. 


1921 I 22 irz43 245230 


F 


M0005 73 3 7AA06 

lVXV/V/V/«7 I ~> -J 1 XK.xvVv/v/ 




7954 

£.y ~>*^ 


513306 


1971 F73 P743 245740 


F 


M00057324BA06 


IIC 7 -Prim Colon 

\J V/Z> X.- 1 iXilV^\Jl\Jll . . 


9955 


647986 


1921 P24 ez43 245266 


F 


M00057344A G07 




9956 


496757 

^ryy/ i -J z. 


1924 G03 *?z43 245338 


F 


M00043308AD09 


I jr2-Co1onMetLiver 




498509 


1 974 H03 ^743 245339 


F 


M00043310AF01 


IJri-rolonMetLiver 

VJ\_/Z. V-y\J 1W1X1V L^l.X_jl Vv>l 


7958 


450805 


1974 F04 i>743 745352 


F 


M00043304B A10 


UC2-ColonMetLiver 


7959 


451456 


1924 G04 ez43 245354 


F 


M00043308AF06 


UC2-ColoxjMetLiver 


Z. JKJ\J 


494675 


1 974 M04 P743 245360 


F 


M00043317BB12 


t Jr2-ColonMetLiver 


7961 

,Z,:7tJ 1. 


490401 


1974 P05 ^743 1 245379 


F 


M00043321B-E05 


lJC2-Co1onMetl iver 


7967 


495105 

Try -J 1 W J 


1 974 H08 U743 745419 


F 


MOO043310G B04 


I JC2-ColonMetLiver 




496957 


1974F09P743 745432 


F 


M00043304C E01 


UC2-rolonMetLiver 

. \_V v v/1 vIJUt JLvlUl ¥ vl 


7964 


494106 


1974 110 ^743 245452 


F 
* 


M000433 12DA02 

IrJ.V/v/V/~W J.Z.xV./xVZ» 


lJC2-ColonMetLiver 

vy\_^^> V/uivlJU'lwtul r u( 


7965 


497 S44 


1 974 T 11 a743 245469 


F 


M00043313DB04 


UC2-ColonMetLiver 

V> V_y^-w VulVlllTlvl>UlTvl 


7966 




1974 Ml 1 ffz43 245477 


F 


M00043317D C02 


UG2-ColonMetLiver 


7967 

. Z, J'V / 


495951 


1974 K 14 2743 245518 


F 


M00043315CD05 


• UG7-Go1onMetLiver 


7968 


450149 


1924 D15 ez43 245527 


F 


M00043303B El 1 


UC2-ColonMetLiver 


7969 


49895 1 


1924 L15 ffz43 245535 


F 


M00043316CF06 


UG2-ColonMetLiver 


7970 

z^y i\j 


4^0999 

*-T-J U777 


1924 C17 az43 245558 


F 


M00043301DB12 


UC2-ColonMetLiver 


7971 


499691 


1974 G 17 0743 745562 


F 


M00043309AH06 


UC2-ColonMetLiver 

V> ^ V/V/iv/lJLLTlwiJLJl V V/l 


7977 

. Z. 7 / Z. 


498747 


1924 F18 ez43 245577 


F 


M00043307B:F11 


UC2 -ColonMetLiver 


i/ / j 


499700 

t?7 f.\J\J 


1 924 HI 8 ez43 245579 


. F 


M00043311B:H08 


UC2-GolonMetLiver 


7974 

ZV7 / t. 


479604 


1 924 1 19 2z43 245599 


F 


M00043316DF04 

if IV/v/V i J J A V/ Jt/ ♦ A ■ 


UC2-ColonMetLiver 


7975 


56751 6 


1974 N1 9 0743 245601 


F 


M00043319AD01 

. itx\j\j\j r ^> — ) x y x x.x*s\j x 


UC2-CoIoriMetLiver 


2976 


■ 553779 


1924.L21.gz43_245631 


F 


i M00043316D:F09 


UC2-ColonMetLiver 


2977 


'493746 


1924.E24.gz43J45672 


F 


M00043306B.A09 


UC2-ColonMetLiver 


2978 


494325 


1924.H24.gz43i245675 


F 


M00043312B:A10, 


UG2-ColonMetLiver 


2979 


453078 


1933.H03.gz43_245723 


F 


M00043340B:B04 


UC2-ColonMetLiver 


2980 


492887 


' 1933: J04.gz43_ 245741- 


F 


M00043343D:H03 


UC2-ColGnMetLiver 


2981 


1 450283 


-1933.F05:gz43_245753 


F 


M00043335D:E02 


UC2-ColonMetLiver 


■2982 


.494271. 


1933.M05.gz43_245760: 


F 


M00043351C:A07 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


>;S: 

CLONE ID 


LIBRARY 


2983 


448110 


1933.O05.gz43 245762 


F 


M00043354D:C01 


UC2-ColonMetLiver 


2984 


412621 


1933 D06.gz43_245767 


F 


M00043330D:G05 


UC2-ColonMetLiver 


2985 


492629: 


1933. 1()6.gz43 245772 


F 


M00043342C:G02 


UC2-ColonMetLiver 


2986 


491212 


1933.E07.gz43 245784 


F 


M00043334A:F10 


UC2-ColonMetLivcr 


2987 


447057 


1933.H09.gz.43 245819 


F 


M00043340D:C03 


UC2-ColonMetLiver 


2988 


496909 


• 1933.C10.gz43 245830 


F 


M00043328A:E12 


UC2-CoIonMetLiver 


2989 


491933 


1933 D10.gz43._245831 


F 


M00043331C:G01 


UC2-ColonMctLivcr 


2990 


496870 


1933.N10.gz43_:245841 


■ F 


M00043353D:E12 


UC2-ColonMetLiver 


2991 


■500040 


1933:B12.gz43_245861 


F. 


M00043326A:H06 


UC2-ColonMetLiver 


2992 


553594 


j933.012.gz43_245874 


F 


M00043354D:H08 


UC2-ColonMctLivcr. 


2993 


561712 


1933.N14.gz43 245905 


F 


M00043354A:E06 


UC2-ColonMetLiver 


2994 


450027 


1933 J15.gz43_245917 


F 


M00043344C:C11 


UC2-ColonMetLiver 


2995 


450129 


1933.K16.gz43_245934 


F 


M00043348A:D02 


UC2-ColonMetLiver 


2996 


492779 


1933.C17.gz43 245942 


F 


M00043329B:H07 


UC2-ColonMetLiver 


2997 


453068 


1933 C18.gz43_245958 


F 


M00043329C:D12 


UC2-ColonMetLiver 


2998 


450804 


1933.F18.gz43 245961 


F 


M00043336C:A04 


UC2-ColonMetLiver . 


2999 


j 1015 


1933.N18.gz43 245969 


. 'F 


M00043354B:C04 


UC2-ColonMetLiver 


3000 


561834 


.1933.N20.gz43_246001 


F 


M00043354B:F12 


UC2-ColonMetLiver 


.3001 


552687 


1933. 023. gz43_246050 


F 


M00043355B:B0I 


UC2-ColonMetLiver 


3002 


517346 


1933.024.gz43 246066 


F 


M00043355B:D12 


UC2-ColonMetLiver 


3003 


491448 


1935.B05.gz43 >246289 


■ E 


M00043392C:F02 


UC2-ColonMetLiver 


3004 


553890 


!935.K06.gz43_246314 


F 


M0004350IA:D07 


UC2-ColonMetLiver • 


3005 


635439 


1935.N06.gz43_246317 


F 


M00043504B:C02 


UC2-ColonMetLi ver 


3006 


402070 


1935.107.gz43_246328 


F 


M00043409C:C07 


. UC2-ColonMetLiver . 


3007 


448924 


, T935,HQ8.gz43_246343 


F 


M00043406D C04 


r UC2-CoIonMetLiver 


3008 


562886 


1935:O08.gz43_246350 


F 


M00043505B:G03 


UC2-CoIonMctLivcr 


3009 


558055 


1935.O09.gz43 246366 


F 


M00043505B:G07 


UC2-ColonMetLiver 


3010 


451456 


1935.H15.gz43_246455 


F 


M00043407C:H08 


UC2-CoionMetI.iver 


3011 


555399 


!935.N16.gz43_246477 


F : 


M00043504C.E03 


UC2-ColonMetLiver 


3012 


498629 


1935.H17.gz43 246487 


F 


M00043407D:G06 


: UC2-ColonMetLiver : 


3013 


490805 


1935.E18.gz43_246500 


F 


M00043401A:E09 


UC2-ColonMetLiver 


3014 


450335 


1935.F18.gz43; 246501 


■ : F 


M00043403B:A12 


UC2-CobnMctLivcr 


3015 


446964 


1935.N22.gz43_246573 


F 


M00043504D:G08 


UC2-ColonMetLiver 


3016 


.522703 


1 935. P24.gz43 246607 


: .F:'.. 


M00043506D.F06 


UC2-ColonMetLiver 


3017 


549853 


l936.K05.gz43. 246682 


Y'F-\ 


M()0054494A:H04 


UC2-ColonMetLiver 


3018 


56027.5 


1936.M05.gz43 246684 


F 


M00054497B:C10 


UC2-ColonMetLiver : 


3019 


481057 


1936P05.gz43_246687 


F 


M00054501C:E08 


UC2-ColonMetLiver 


3020 


414739 


1936.C08.gz43 .246722 


F 


M00043508D-C01 


UC2-ColonMetLiver 


3021 


559720 


1936.O08.gz43_246734 


F 


M00054500A:F04 


UC2-ColonMetLiver 


3022 


554908 


1936.MUgz43_246780 


F 


M00054497D:A04 


UC2-ColonMetLiver 


3023 


449000 


l936.Nll.gz43_24678l 


■ F 


M00054498D.F01 


UC2-CdIonMetLiver 


3024 


556768 


l936.Fl3.gz43_246805 


F 


M00054488A:F01 


UC2-ColbnMetLiver ; 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME' . 


ORIE 
NT 


CLONE ID 


LIBRARY ' i 


3025 


449978 


1936I15.gz43_246840 


F 


M00054492A.D04 


UC2-ColonMctLivcr 


3026 


489368 


1936.J16.gz43_246857 


F 


M00054493C:E04 


UC2-ColonMetLiver 


3027 


.562823 


1936.Bt8.gz43 246881 


F 


M00043508B:G11 


UC2-ColonMetLiver 


3028 


559574 


1936 E21.gz43_246932 


F 


M00054487C:A01 


UC2-ColonMetLiver 


3029 


552920 


1936.023.gz43 246974 




M00054501A:E11 


UC2-ColonMctLivcr 


3030 


552086 


1971.A0l .gz43 .246992 


, F 


M00054717A:A03 


UC2-ColonMetLiver 


3031 


'553123 


1971.D0I.gz43 246995 


F 


MOb054720C:A01 


UC2-ColonMetLiver 


3032 


561636 


1971.H0l.g/.43_246999 


F 


' M00054724D:C05 


UC2-ColonMetLiver 


3033 


496772 


1971.K01.gz43_247002 


F ' 


M00054727D:C06 


UC2-ColonMctLivcr 


3034 


549550 


1971.A03.gz43_247024 


F 


M00054717A:C07 


UCi-ColonMetLiver 


3035 


555837 


1 97 l.B05.gz43 247057 


F - 


M00054718B:D03 


UC2-ColonMetLiver 


3036 


557714 


197l.D05.gz43 247059 


F 


M00054720C:G10 


UC2-ColonMetLiver 


3037 


446999 


1971.E05:gz43_247060 


F 


M0005472iC:Dll 


UC2-ColoriMetLiver 


3038 


'450410 


1971.F05.gz43_247061 


F 


M00054722C:D01 


UC2-ColonMctLivcr 


3039 


484043 


1971.L05.gz43_247067 


F 


M00054729B:A08 


UC2-ColonMctLivcr 


3040 


452488 


1971.N05.gz43_247069 


E 


M00054731A:D07 


UC2-CotonMetLiver 


3041 


450278 


197l.A06.gz43 247072 


F 


M00054717A:G09 


UC2-ColonMctLivcr 


3042 


561313 


l971.D06.gz43 247075 


F 


M00054720C:H01 


UC2-ColonMetLiver 


3043 


557426 


1971.L06.gz43_247083 


F 


M00.054729B:B03 


UC2-ColonMetLiver 


3044 


553316 


1971.F09.gz43 .247125 




M00054722D:C08 


UC2-ColonMetLiver 


3045 


555818 


1971I09.gz43_247128 


F : 


M00054726A.D02 


UC2-ColonMetLiver 


3046 


551096 


1971.1 Il0.gz43_247l43 


F 


M00054725A:A05 


UC2-ColonMetLiver 


3047 


556654 


197I.P|0.gz43 247151 


F 


M00054734B:C06 


UC2-ColonMetLiver 


3048 


555491 


l971.Hll.gz43_247159 


F 


M00054725A:F09 


UC2-ColonMetLiver 


3049 


559380 


1971.Mll.gz43_247164 


F 


M00054730B:F11 


UC2-ColonMetLiver 


3050 


86175 


1971.H12.gz43_247175 


'■' F 


M00054725A-.H06 


UC2-ColonMetLiver 


3051 


561830 


1 971. L12.gz43 247179 


;:■ F 


M00054729C-.C08 


UC2-C61onMetLiver 


3052 


421959 


1971 G14.gz43 247206 


F 


M00054724A:G02 


UC2-ColonMetLiver 


3053 


.448453 


: 1971.N14.gz43l247213 


F 


M00054731B.D04 


UC2-ColonMetLiver 


3054 


562263 


1971. L15.gz43 247227 


F 


M00054729C:G07 


UC2-ColonMetLiver 


3055 


553739 


I971.116.gz43_247240 


F 


M00054726B:F08 


UC2-CoIonMetLiver 


3056 


557747 


1971.11 7.gz43_247256 


F 


MO0054726B:F09 


UC2-ColonMetLiver 


3057 


14573 


1971. N17.gz43 247261 


F 


M00054731B:G02 


UC2-ColonMetLiver 


3058 


553108 


1971P17.gz43_247263 


F 


M00054734GA07 


UC2-ColonMetLiver 


3059 


554048 


1971.K18.gz43 _247274 


F . 


. M00054728D:B07 


UC2-ColonMetLiver ; 


3060 


: 550315 


1971.L18.gz43_247275 


' F 


M()0054729D:D05 


UC2-ColonMetLiver 


3061 


449035 


I971.12l.gz43_247320 


F 


M00054726C:D10 


UC2-ColonMetLiver 


3062 


524721 


1971.I22.gz43 247336 


F 


M00054726C:E07 


UC2-ColonMetLiver 


3063 


555571 


197I.A24.gz43_247360 


F 


M00054718A.D11 


UC2-ColonMetLiver 


3064 


553869 


1971.N24.gz43 247373 


F 


M00054731C:H12 


UC2-ColonMetLiver 


3065 


552686 


197l.P24.gz43_247375 


F 


M00054735A:G09 


UC2-ColonMetLiver 


3066 


424723 


• 1972.103. gz43_2474 16 


F 


M00054743AG07 


UC2-ColonMetLiver 
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Table? 



SEQ 
ID 
NO 


CLUSTER 


; ' SEQ NAME ; 


ORIE 
NT 


CLONE ID ■ 


LIBRARY 


1067 

. JOO / 


400S17 

.rt yyj i / 


1079 P01 av41 947491 

17 /Z.JTOJ.gZ^TJ Zi /HZJ 


F 


M000S47S0n-FT1 9 

iVIOOO J*t- / J\JU .fx 1 z 


u LxZ -L/OioiuvietM vcr 


1068 
jooo 


SSI 441 


1079 T04&741 94741 S 
i 7 / z.JUv/ i +.gz f T j z^t/^+jj 


F 


M000S474Snn00 


u^z-L/OionivietL/iver 


1060 
joo7 


8614S 


1 079 P04 r>741 947410 
I" rZ.x Ott.gZM-J Z*t /*t j!r 


F 


M000S47S 1 A AOS 


T TP? Pf-klrtriXyfc+T ix7»T- 

uv>z -^oionivieiLriver 


1070 


SS6167 


1 079 P0S Q741 94744? 

17 /Z. V'OJ.gZH'J Zt/ttz 


F 

4 


M000S4717R FT1 1 


1 1 1 / . I" fVI i^vmA \ exv\ i t icy. f 

u z 7*-'Uionivieii-fivcr 


1071 

JO / 1 


SS1A14 


J 079 I0S ot41 947440 
i y /Z.J V/ J.gZ*rJ zt/ t r £ ty 


F 


M00DS4744A •fr'1 0 


u\^z-i^oionivieiviver 


JO / Z 


4S41 K6 


1 079 T06 a741 9474S8 

l7/Z.V/UO.gZ 4 f'J Zt/tJO 


F 


M000S4717PR01 


TTP9-Po1rvnMf»tT i\/f»r '■' 




466?1S 

t-OOZJJ 


1 079 FOX 0741 747409 

1 7 / Z . JJrU O .gZtJ Z*T/ t t7Z 


F 


M00OS4710PR1 9 

1V1V7V7V7 Jt / J 7 V^-. U 1 Z 


• . U\^Z~vUlUlllVlCL-l-jlVt/l 


1074. 


S671?l 


1079 O00 0741 947S1 8 

17/ Z.vl/7,gZ"J Zt / J 1 O 


F 


M000S47S0AG1 0 

1V1V7\7W J7 / J VX 1 V7 


T fr?.rh1f>nMptT ivpr 

. \J V^Z~Vw^\J1UI11V1CLjL/1 VC1 


107S 

• j o / j 


4S01 49 


1 079 F 1 9 0741 947SS6 


F 
i 


M000S4710CF0S 


t 'Tr?-CninnMf*tt ivpr 

. . L7\_/x, V'vlOlUVlC/UL/lVtl , 


1076 
jo / o 


SS7S6K 


1079 Ol 9 0741 947S66 

1 7 / Z- V lZ.gZT'J Zt/JUU 


p '• 


M000S47S0R F09 

1VXVJWV/J*+ / JuJJ.l V/L 


T 1^9-^01/^11 N/Tf*tT ivpr 

U Z. V/ VJAOIUVIC/ LX-<1 V CI 


1077 


S99199 


1 079 R11 0741 947 S 60 


F 


M000S4716RH01 

lVXV/V/v/^*T 1 J JLV7 J 


irr?-Co1nnMetT iver 


107ft 


SS8670 


1079 Oil 0741 947S71 
i y i i j .gzrr j z.^t / j / i 


F 


M000S4718DF01 

IVXVv/VJ^'T / J OX7 .X \J 1 


T ff? -CnlhnMetT iver 
j ^jy>jt« v/vJiuiuvit'iXji v^/i 


1070 


4S77S7 
. • *+jzzj / 


1 079 Ti l (J741 947S76 

• 1 7 / Z.l 1 J -gZ'+J Zyt / J / O 


F 


N/f000S474ir*F1 1 


t Tr? rnlnnMetT iver 

VJV_/.Z. V^VJlOlliyiv/LXvl Vul 


10x6 


S?17S1 


1079 Mil 0741 947S81 

17/ Z.1N 1 J.gztJ z.'i- / JOl 


F 

.A 


M0OOS474XR-G10 

lVXyVV/J*T / *"tOU.VJ IV/ , 


Trr?-roinnMptT iver 

\J VrZ." V/VJlVjlUVlt/lXjl vci 


1081 

JOo 1 


SO? 07 
j7zoz 


1079 N14 0741 947S07 


F 


1U0OOS4748RH00 

lVlUWv / tOlJ.l 1U7 


\J V^Z.-*V/VJlUlllVltrlJL/l VC1 


1089 


SS170? 
J JJ / oz 


1 079 P 1 4 o741 947S00 

1 y 1 Z.X l t -t\t^Z 1 +J Z*T/J77 


F 


IU0OOS47S TR FT? 

1V1V7.00JH / J 1 JJ.1T 1Z. 


TTP?-PnlnnMptT ivpr 

VJV^Z* V^OlUlllVlCLXjlvvl • 


10X1 


40 SRI? 


1079H1SO741 947601 

17 /Z.-LJl J.^ZH'J Z*t / UU J 


F 


M0OOS4718rj*G07 

1VXVJOO J*T / J OXJ .vJO:/ 


TTC?-.r , n1nn1vfptT ivpr 

Uv^Z VyUlOlH'lCLXjl VC1 


105*4 


401199 


T 079 F I S 0741 94760S 
i7/z.r u.^zhj zt / uu j 




MOOOS4740rH08 


T [P?-r , n1nnMptT ivpr 

\J\c<£* V*OIUlllVICVX-#ly d 


105* S 


401 1 IS 

*ty_7 1J j - 


1079 OlS cr741 947606 

17 /Z.UlJ.gi'rJ Zf /000 


■ F 


1U0OOS474 1 C T)08 


TJr t ?-r , n1nnMptT ivpr 

V^OlOlllYiy IXvl VC1 


10£6 


S 69 701 

. jOZ / 7j . 


1079 kT 1 S <T741 947610 
17 /Z.1V1 J.gZ't J^ZH /piU 


- r . 


\4000S474Sr R 19 

. lVlOUOJt 'H'J V_/.JI> JLZ 


TTP?-PnlnhlvfptT ivpr 

VJ VL/ Z v^UlOlllVlCLl-il VC1 


1087 
j\)o 1 


, ^878S4 

JO/ OJH 


1079 T16 o-r41 94769S 
1-7 /-Z.J ip.gZHj_Z < + / OZJ 


F 

- r. 


M0 00 S 4744 Pf) 09 

lVlOOOJH / H-HV^.Uv/Z 


\J v^Z vU10111VlCLl-«lVCl- 


1088 


SS14S7 
j J jHj / 


1077 PI 18 rr-y41 947669 
17 /ZiVjlO.gZ'tJ ZH/OOZ 


r 


MOoos47snr t * no i 

IVIOOOJH / JUv.JJU 1 


T TP ? -PnlnnMptT i vpr 
U Z~^U1UILIV1CLX-/ 1 VC1 




SS I 778 
j j 1 / / o 


1Q7? PMO fr-741 947670 
17 /Z.VJlV .gZHj Z4-/0/O. 


r 


mooos474 i nros 

IVIOOOjH /^t ll7.V^Oj 


u v> z~\^oiuiuvie ti-/i ver 


10OO 
J070 


SSSH77 
J J jU / / 


T 077 I f Q rr-T41 947679 
. 17 /Z.li7.gZ £ tJ_Z £ f /O /Z 


: r 


Mnons474in-Fn4 


uv^z-\^oiuiiivieci-»iveF 


100 1 
J07l 


SS787I 
JJ foil 


1 079 T<T 1 0 rr^41 947^74 
17 /Z.iVl7.gZ^J ZH /0 /'f 




M000S474SPFT09 
iviooojH A^jvv.nuz 




10O? 


S£0?£? 
jooZoZ 


1079 P91 o-741 947608 

1 7 /Z.V_^Z 1 .gZtJ ZH/070 


F 


M000S4718R F19 

iVIOOOJ't / jOD.plz 


\J Z w V/UiOlllVxCH-jl VCI 


1001 


S014S9 


1079 1 99 o"t41 947791 

1 7 / Z .jL/ZZ.gZ'+J Zt/ Y ZJ 


F 


M000S4746D- F0S 

IVlOOOJ/t 1 H01J.130 J 


TTP?-Pn1nnMptT ivpr 


10Q4 
JO7H 


5SS77T 


1 079 H94 (r-741 947747 

1 7 /Z.JJ'ZH-.gZT- J ,Z*f /■ /t/ 


F 


M000S4710 A F07 

IVxOOOJ't / J7A.ru / 


I ff ^-PnlrinMpfT ivpr 
uv-^z v^uioiiivieLXji vci - 


10QS 


474100 


1079 M94 »741 9477S6 

17 /Z.IViZfT-gZH J ZH/ / JO 


F 
r 


M000S4747OR0S 

IVxOOOJH / JL/.1JOJ 


T TP? -I oliSnlvf f»+T n/pr 

. u wz-v^yivfiivicii-/ivci 


joyo 


, SS601 0 

' j jouiy 


1 08 1 T01 0741 947760 

1 70 1 .JOl .gZr+J Z^/ / U7 


F 


M000S4764H F01 
iviooi/jH- / oHi/.ru i 


T TP? -PnlnnMptT ivpr 


1007 


479106 

H / Z I "O 


1081 TO? 0741 947784 

1 "O 1 .lOZ.gZ'-tJ Zt/ / oh 


F 


M0O0S4761A ■ A 1 0 

IVIVKJU J*x / O J/A.xTk. 1 V7 


T TP ? -PnlnnMptT ivpr 

IJV_/j~ V/OlOlllVXt/LXyl VV/l . 


1008 

JU70 


S 11619 
J 1 JO jZ 


1081 D01 0741 94770S 

1 "O 1 ..xJyJ J .gZ 4 +J Z*T / / 7 J 


F 


M000S47SSDF0S 

IVXvyvv-^^ / JJ17.1/UJ 


T TP^ rnlnnMptT ivpr 

IJV>Z. V>L/ll.7lll.Vll^LX^l V V/l 


1000 

JU77 


SS11S8 

. JJJI Jo 


1081 F01 0741 ? 47707 


F ; 


M000547S0A-R0K 

1V1\7v7V/ J" / J 7ri.l/up- 


T Jr7-rolonMptLiver 


1 1 00 


408669 


1081 T 01 0741 947X01 

1 701 .l_iv/ J .gZiT" J Zt / OuJ 


' 'F : - 


M000S4766CR08 


T JC7-CnlnnMetT ,iver 

L7v>^». v_^- wj v^iny j. v/i-i— /i v vi 


1101 


SSI 601 

JJlV/'/J 


1 08 1 P04 0741 747R1 0 

lyOl.t/UT.ftZTj X.*T/0 117 


F 

X 


M000S47S4D F1 1 

; 1VXV/V/V7wJ" / JT^l/ iX IX 


I JC2-ColonMetLivcr 


3102 


554021 


198 LI04.gz43 247816 


F 


M00054763C:D07 


UC2-ColonMetLivcr 


3103 


550402 


1981O04.gz43_247822 


' F 


M00054769B:D12 


UC2~ColonMetLiver 


3104 


448510 


1981P04.gz43_247823 


F 


M00054770B.D09 


UC2-ColonMetLiver 


3105 


, 558900 


1981. 105 .gz43^247832 


. F 


M00054763C:F10 


UC2-ColonMetLiver 


3106 


554294 


1981.K05.gz43_247834 


F 


M00054765D:D05 


UC2-ColonMetLiver 


3107 


450840 


1981.106.gz43_247848. 


i ■ F 


M00054763C:H04 


UC2-ColonMetLiver 


3108 


/ 561487 


198LJ07.gz43J247865 


F "■ 


M00054765B:C03 


UC2-ColonMetLivcr 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


;" : SEQ NAME V; ;; : J 


ORIE 
NT 


CLONE ID 


LIBRARY 


7 1 no 
j luy 


SS0S41 
J JZJ^fl 


1 08 1 T 07 9478A7 


F 
r 


M000S47^Ar-F0 1 


TTPO Pr»lrkti\yf^tT mar--' 

- uv^z-^oioruyicLijivcr 


71 in 

J 1 1U 


S0ft77S 
pZo / / J 


108 1 P07 rr-747 747871 
I70 1 .r y / .gZH3 z*+/0/l 


r ... 


M000S4770r- A 04 


u i^z-\^oiOiuvieiijiver 


Jin 


S^7Q1 X 


1081 R08 o-7d7 947877 
iyo l .o.uo.gZ'+3_Z4- / 0 f ~> 




M000S47S7r-H03 


uv^z-^oioniviexi.fiver 


71 10 
J HZ 


4 / /v/40 


1081 ROQ r»747 94788Q 

ivo i. .r>uy.gZ43 z^/oo7 


F 


M000S47S7D- A07 


; .u^z-v^oionivieiijiver 


Q 1 1 7 


« i 08Q 

33izoy 


1 08 1 HOG r»T<17 9478Q1 
IVo 1 L/Uy ,gZ<+3__Z4 / 5 V 1 


r 


M000^47S A A C 10 
iVlUUUO H / 3 O/Vv v 1 Z 


. u\^z-voionivieLi_/iver 


11 1 A 

3 114 


oA7ftoo 

Zt>3ouy 


IQftl YvOQ rrv/17 0/1780/1 

1 y 5 1 .ouy .gz43_z4 / oy4 


r 


X/I000S47A0n-R07 


u v> z -v^oionjvieLLjiver 


7 1 IS 
j| IO 


AOSQ40 


1 1 08 1 A 1 0 o-t-47 047004 

iyo 1 ./\iu.gz £ f3 z^f/yus- 


■ • F 


1VIO00S47S0RWOA 


u v^z -\^oioruvicLJ-'i ver 


7 11 A 
J 1 10 


«/;] 01 , 


108 1 J-T10 rr+AI 047011 
lyo 1 .nii/.gz £ t3 zH-/y 11 


F 
r 


M000S47A9 A HOO 


ij z~ wUiUiiivictj-ji v cr 


311/ 


44533 / 


108 1 AT10 rr-y47 047017 

iyo 1 .in lw.gz^f 3_zh- / y 1 / 


F 

i . 


M000S47A8n- A0 1 


1 TPO.fYJrinMpf-l ivpr 


7 1 i ft 
J 11 0 


334101 


1081 Pin rt-7/17 0470 10 

iyo 1 ,r iu.gzH3 z4/yiy 


r 


M000S4770r , r , 04 


I [PO-PrilrSnMptT ivpr 
U V_/ Z ** V^U 1U111V1C V CI 


7 1 i o 

j 1 iy 


OSA 1 7Q 
Z301 Iy 


1081 Pi 1 rf?A7 Od.7001 

iyo i.di 1 .gz** j_z*+ /yz 1 


F 


M000S47^7nr 1 0 


TTPO-CnlnnMpfT ivfr 


q 1 on 

j 1ZU 


c c s 4 7 ft 
3334 /O 


lyoi.r 1 i.gz^f3_z £ +/yjj 


F 


M000S4770PT00S 


TTP9-Pn1nnMptI iver " 


71 01 
j 1 z 1 


33435 1 


1 08 1 P hi rr-7/17 0470S1 

iyo 1 .r. iz.gz^3_zH /yo 1 


F - 
.r 


M000 S4770P - F 10 


lIPO-PnlnnMpfT ivpr 


31ZZ 


. ^7000 

333yZZ 


1081 T717rr-7/17 0470S7 
iyo 1 .!> 1 3 .^V^d I y33 


" F 
r 


M000 ^ 47 ^ inH 1 0 


1 rP9-PnlnnM>tT ivfr 

• UV^Z-V^UIUILLVICLJL/IVCI ; 


J 1Z3 


4<tA77A 

33*tJ3o 


1081 P17 niAX 0A7QSA 

. iyo i .ci3.gzH3_^z t f /y3o 


u • 
r • 


M0005 47 S 8 A FO^ 




7 i O/i 
J 1Z4 


^AOSOQ 

3ou3zy 


' 1 08 V V 1 7 n-rA.'X 0470 S 7 

iyo l.F lo.gzHJ^z^t / yj / 




MOOOS4750r-C10 




710^ 
3 1Z3 


• ^sftooo 


1081 Hi d 07 A1 04707S 
iyo 1 .JnLlH-.gZHO L.^iyio 


F 


MO0OS47fi?RFO? 


I fr 2 ~rnlon IVfetl' i ver 


7 1 OA 
31Z0 


447 A A7 
44 /DO / 


1081 \A14 a-7>47 047080 
iyo 1 .ivi lngzH-p zt/you 


F 


M000S4767r noi 


T 1(^9-^1011 Metf ,iver 


7 1 T7 

J 1Z7 


cci 088 
33 IZoo 


1081 niS rr-r47,. 047087 
iyo 1 .L/i J.gz-T-V zt /yo / 


".."tr-. • 


MO0OS47S6Pr08 


T Tr9-PnlnnMplLiver 


7 IOO 
J IZo 


ioo 1 ao 

iZZiOy , 


1 08 1 F 1 ^ ot-47 047088 
, 1 y 0 1 .c 1 3 .gz < +3_z £ t / y 00 


F 
r 


M000S475ftRr 1 0 


t tr , 9-pAlnnMptT Xver 


7 1 ICY 

J IZy 


< < 1 A 1 7 
33 101 / 


1Q81 H1< rr-y47 047Q01 

iyo i.rll3.gz43_Z4/yy 1 


F 


\i000^47AORF07 


U V/Z V^UlUIliVlCLi_#l VC1 


J13U 


ZoU33o 


1 QO V 1 1 ^ rr-y47 047QQ^ 

iyo 1 .Lfi 3.gz43__z4 / yy3 


F • 


M000^47AAH HOO 


T TP9 -PolnnMptT ivpr 


J 13 1 




lyo l.Dl0.gZ43^Z4oUUl 


p 

V 


M000^47^4RF04 


T TPO-PnlnnA/fptT ivpr 


1 1 7 0 
3 13Z 


33433Z 


1 OQ 1 CIA rrrr/17 048O04 

iyo L.Xir0.gZ43_Z4oUu4 


r 


M OOO S 4 7 ^ 8 R -FlO 7 


1 TP9_r i n1nnMptT ivpr 


3133 


CC<r A£/1 


PI 7 rt-rAI 048001 

iyo 1 r 1 / .gz43_z4ouz i 


F 
r 


M000^47^QFlF01 
iviyuyjH / jyu.LjKj i 


TTPO-rYvlnnJV/fptT ivpr 


3134 


3UolZo 


1 Oft 1 If 17 /yt47 048O0A 
iyol.Kl/.gZ43 Z45UZ0 


F 


M000^47AA A Rl 0 




.3133 


r a A^7A 

34y3 /o 


. 1 Oft-1 liVTl 1 nvAl 048008 
Iyo 1. Ml / .gZ43_Z^oUZo 


• P :■ 


M000S47A7P T40 A 


Tir9-PnlnnMptT ivpr 


3136 


JZ£ A AAA 

554000 


100 1 A 1ft Vi-t^II' 04ftO70 
iy© t.Alo.gz4j_Z4oU3Z 


P 


lVfOOOS4757 A AOS 
iYluyU34 / 33 A../\UJ 


TTpO-PnlnnMpfT ivpr 
\Jv^Z""\^y iUluViCLl-»l vet 


313 / 


33404y 


1 Oft 1 T7 1 ft r»-r/17 048O7A 
iy© l.nlo.gZ43_Z4pU3D 


r 


A7f0OO^47S8RT-rO7 


I rr"9-r , n1nnMpfl ivpr 


3138 


55 03 03 


IftOI IT I Q r*-rA 1 0/1ftO7Q 

1 yo 1 .rl 1 o.gZ43_Z4oU3y 


P 


\^000^47AO P ; A 1 0 
1V1UUU34 /pZXw'.rVlZ 


U V^Z~v>U101UvlClJul VyI 


1 1 1H 

3139 


ac 1 nni - 
43 1 yy 3 - 


1 Oft 1 TM Q rrrr/17 0480^ 1 

iyo l .L/iy.gZ4J _Z4oU3 1 


P '■' 


M0OOS47SAn-F0S 


TTPO -PnlonMptT iver 


3140 


•c < on/in 


IflCI OIQ rr^47 0480AO 

iyoi.uiy.gz43 Z45U0Z 


■ P ' 
r 


\yf 000 S 47 70 A • POA 


■ TTP9-Pn1nnMptI ivpr : 


3141 


333131 


1 Oft 1 TOO r»-r47 048077 
iyo 1 JZU.gZ43_Z4oU 1 j 


P ' 


M000S47A^r-F1 0 


t (PO-pAlnnlvfptf iver 


7 1 /II 

3 14Z 


333343 


1 AO 1 HO 1 rr-y47 048087 
1 y 5:1 .UZ 1 .gZ**-3 Z4-0 yOj) 


P 


M000S47S7AH07 


T Tf9 rnlonMetLiver 


3 143 


^ 1 0/17 0 

31Z43Z 


1 Oft 1 MO 1 rr-y47 048007 
lyol tNZl.gZ43_Z £ toUy3 


'•' p 
F 


M000S476QA -Gl 0 


! jr9-rnlonMetLiver 


3144 


550580 


198LB22.gz43_248097 


F 


M00054754CH09 


UC2-ColonMetLiver 


3145 


551117. 


1981.F22.gz43_248101 


F : 


M00054760A.A12 


UC2-ColonMetLiver 


3146 


556475 


198LL22.gz43_248107 


F 


M00054767A:F08 


UC2-GoIonMetLiver 


3147 


552549 


1981.M22.gz43_248108 


F 


M00054767D:G09 


UC2-ColonMetLiver 


3148 


470351 


M981.P23.gz43_248127 


F 


M00054771A:E01 


1 UG2-ColonMetLiver 


3149 


561535. 


1981.F24.gz43__248133 


F 


M00054760A:D10 


UC2~ColonMetLiver 


3150 


-1093 


198i:G24; g z432248134 


F 


M00054761C:E02 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


. SEQ NAME _ 


ORIE 
NT 


CLONE ID 


; •' • •' V. 

v LIBRARY 


315) 


2284 


1981.I124.gz43 248135 


F 


M00054762D:C06 


UC2-ColonMetLiver 


3152 


555958 


1982.F01.gz43_248149 


F 


M00054778A:D01 


UC2-ColonMetLiver 


3153 


492779 


1982.A02.gz43 248160 


F 


M00054771B:F12 


UC2-ColonMetLiver 


3154 


553848 


1982.P02.gz43 248 175 


F 


M00054806A:G04 


UC2-ColonMetLtver 


3155 


. 555686 


1982.C03.gz43 248 178 


F 


M00054774BA07 


UC2-ColonMetLiver 


3 156 


555524 


1982.H03.gz43 248183 


F 


M00054780B:B06 


UC2-ColbnMetLiver 


3157 


551068 


1982.A04.gz43_248192 


F 


M00054771C.A11 


UC2-ColonMetLiver 


3158 


552183 


1982.O04.gz43 248206 


F 


M00054805A:H04 


UC2-ColonMetLiver 


3159 


551003. 


1982.F05.gz43_248213 


F 


M00054778A:F08 


UC2-ColonMctLivcr 


3160 


465207 


1982G05.gz43_248214 


F 


M00054779BA07 


UC2-ColonMetLiver 


3161 


533991 


1982.H05.gz43 248215 


F 


MO0O5478OB.EO3 


UC2-ColonMetLiver 


3162 


553868 


1982.K05.gz43 248218 


F 


M00054786D:F08 


UC2-ColonMetLiver 


3163 


.553774 


1982.B06.gz43_248225 


F 


M00054772D:Gi2 


: UC2-ColonMetLiver 


3164 


554072 


1982.C06.gz43 248226 


F 


M00054774B.G08 


UC2-ColonMetLiver 


3165 


554828 


1982.E06.gz43_ 248228 


F 


M00054776C:G06 


UC2-ColonMetLiver 


3166 


559872 


1982.G06.gz43_248230 


F 


M00054779B:B07 


UC2-Col6nMetLiver 


3167 


491570 


1982.H06.gz43,.248231 


F 


M00054780B:G10 


UC2-ColonMctLivcr 


3168 


275 


I982.M06.gz43_248236 


F 


M00054802CA07 


UC2-ColonMetLiver 


3169 


552019 


1982.C07.gz43 248242 


F 


M00054774CA03 


UC2-ColonMetLiver 


3170 


556183 


1982.G07.gz43_248246 


F 


M00054779B:B11 


UC2-ColonMctLiver 


3171 


552535 


1982.J07.gz43_248249 


F 


M00054784C:D11 


UC2-ColonMetLiver 


3172 


551718 


1982.A08.gz43_248256 


F 


M00054771D:G01 


UC2-ColoiiMctLiver 


3173 


551169 


1982.B08.gz43_248257 


F 


M00054773A:E09 


UC2-ColonMetLiver 


3174 


551080 


1982.F08.gz43_248261 


F 


M00054778BA02 


UC2-ColonMetLiver 


3175 


517146 


1982.P08.gz43 248271 


F 


M00054806CG12 


UC2-ColonMctLivcr 


3176 


402147 


1982.B09.gz43_248273 


F 


MO0054773A-.H05 


UC2-ColonMetLiver 


3177 


557269 


1982,D09.gz43_248275 


F 


M00054776AD10 


UC2-ColonMetLiver 


3178 


539353 


1982.N09.gz43 248285 


F 


M00054804A-H04 


UC2-ColonMetLiver 


3179 


560520 


1982.D10.gz43_24829l 


F 


M00054776A-.F01 


UC2-ColonMetLiver 


3180 


575924 


1982.I10.gz43 248296 


F 


M00054782D:D12 


UC2-ColonMetLiver 


3181 


554582 


1982 J10.gz43J248297 


F 


M00054784D:B01 


UC2-ColonMetLiver 


3182 


555696 


1982.M10.gz43_248300 


F 


M00054802DA09 


UC2-ColonMetLiver 


3 1 83 


556856 


1982.0 10.gz43. 248302 


F 


M00054805B:E06 


UC2-ColonMetLiver 


3184 


447926 


1982.Dll.gz43 248307 


F 


M00054776A:F07 


UC2-ColonMetLiver 


3185 


553743 


1982.Ell.gz43 248308 


F 


M00054776D:G09 


UC2-ColonMetLiver 


3186 


553979 


1982.Nll.gz43_248317 


F 


M00054804B:E07 


UC2-ColonMetLiver 


3187 


497912 


1982.01 l.gz43 248318 


F 


M00054805B:Ell 


UC2-ColonMetLiver 


3188 


412621 


1982.D12.gz43_248323 


F 


M00054776AG01 


UC2-ColonMetLiver 


3189 


497477 


1982.M12.gz43_248332 


F 


M00054802D:C02 


UC2-ColonMetLiver 


3190 


552188 


-1982.J13.gz43_248345 


F 


M00054785B:B07 


UC2-ColonMetLiver 


3191 


456052 


1982.Ml3.gz43 .248348 


. F 


M00054802D:C03 


UC2-ColonMctLiver 


3192 


143346 


I982.H14.gz43_248359 


F 


M00054780C:G11 


UC2-Col6nMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTEF 


V :: ' ; : ; - < : 
SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


3193 


553237 


1982N14.gz43_248365 


F 


M00054804C:F04 


UC2-ColonMetLiver 


3194 


556856 


1 982.0 14.gz43__248366 


F 


M00054805B:G02 


UC2-ColonMetLiver 


3195 


586600 


1982.A15.gz43 248368 


F 


M00054772B:B01 


UC2-GolonMetLiver 


3196 


562263 


1982.J15.gz43_248377 


F 


M00054785C:C02 


UC 2 -CoionMetLiver 


3197 


555462 


1982.C16.gz43_248386 


F 


M00054775A:D07 


UG2 CoionMetLiver 


3198 


394168 


1982,0 16,gz43_248398 


F 


M00054805B:G10 


UC2-ColonMetLiver 


3199 


472672 


1982.A17.gz43_248400 


F 


M00054772B:D04 


UC2-ColonMetLiver 


3200 


595181 


1982.C17.gz43_248402 


F 


M00054775A:G03 


UC2-ColonMetLiver 


3201 


554627 


1982.G17.gz43 248406 


F 


M00054779D:F07 


UC2-ColonMetLiver 


3202 


552325 


1982.1 17.gz43_248408 


F 


M00054783C:C03 


UC2-ColonMetLiver 


3203 


462511 


1982J17.gz43_248409 


F 


M00054785C:G1 1 


UC2-CoIonMetLiver 


3204 


552813 


1982.KI7.gz43 248410 


F 


M00054788C:G04 


UC2-ColonMetLiver 


3205 


175758 


1982.M17.gz43_248412 


F 


M00054803A:D08 


UC2-ColonMetLivcr 


3206 


493085 


1982.A18.gz43_248416 


F 


M00054772B:F03 


UC2-ColonMetLiver 


3207 


557834 


1982.B18.gz43_248417 


F 


M00054773C:F09 


UC2-ColonMetLiver 


3208 


548998 


1982.F18:gz43_248421 


F 


: M00054778C:F09 


UC2-ColonMetLiver 


3209 


551425 


1982.G18.gz43_248422 


F 


M00054779D:F08 


UC2 -CoionMetLiver 


3210 


490414 


1982.K18.gz43_248426 


F 


M00054789A:A02 


UC2-ColonMetLiver 


3211 


551553 


1982.M18.gz43 248428 


F 


M00054803A:E10 


UC2-ColonMetLiver 


3212 


555571 


1982.N18.gz43 248429 


F 


M00054804D:D07 


UG2-ColonMetLiver 


3213 


448629 


1982.B19.gz43 248433 


F 


M00054773C:F10 


UC2-ColonMetLiver 


3214 


552005 


1982.J19.gz43 248441 


F 


M00054785D:A07 


UC2-ColonMetLiver 


3215 


554116 


1982.M20.gz43 248460 


F 


M00054803B:B12 


UC2-ColonMetLiver 


3216 


505792 


1982.H21.gz43 248471 


F 


M00054781A:H09 


UC2-CoIonMetLiver 


3217 


561422 


1982.J21.gz43 248473 


; F 


M00054786A:G11 


UC2-ColonMetLiver 


3218 


551755 


1982.M24.gz43 248524 


F 


M00054803C:G01 


UC2-ColonMetLiver 


3219 


550063 


,1945.J03.gz43-248963 


E 


M00054513A:B08 


UC2-CotonMetLiver 


3220 


388055 


1945.D04.gz43 J248973 


F 


• M00054506B:A07 


UC2-ColonMetLiver 


. 322 1 


572807 


1 945. C05;gz43 248988 


F 


M00054505A.G12 


UC2-ColonMetLiver 


3222 


455814 


1945.J05.gz43 248995 


F 


M00054513A:F09 


UC2-ColonMetLiver 


3223 


452471 


1945.H07.gz43_249025 


F 


M00054510C:G07 


UC2-ColonMetLiver 


3224 


551518 


1945.J07.gz43_249027 


F 


M00054513B;E11 


UC2-ColonMetLiver 


3225 


555660 


1945.J09.gz43_249059 


F 


M00054513C:A01 


UG2-ColonMetLiver 


3226 


524721 


1945^B 11. gz43 249083 


F 


M00054504B:A04 


UG2-ColonMetLiver 


3227 


550986 


1945.Dll.gz43_249085 


F 


M00054506B:H01 


UC2-ColonMetLiver 


3228 


499696 


1945.Gll.gz43_249088 


F 


M00054509C;G01 


UC2-ColonMetLiver 


3229 


554611 


: , 1945.Nll.gz43_249095 


F 


M00054519A:C04 


UC2-ColonMetLiver 


3230 


557681 


1945.F12.gz43_249103 


F 


M00054508B:E08 


UC2-ColonMetLiver 


3231 


550678 


1945.J13;gz43_249123 


F 


, M00054513D:F04 


UC2-ColonMetLiver 


3232 


554246 


1945.K13,gz43_249124 


F 


M00054515B:E11 


UC2-ColonMetLiver 


3233 


550129 


1945.F15.gz43_24915r 


F 


M00054508C:B04 


UC2-ColonMetLiver 


= 3234 


555771 


1945 F17.gz43_249183 


F 


M00054508C:C08 


UC2-ColonMetLiver 



149 




SEQ 
ID 
NO 


CLUSTEP 


' SEQ NAME 


OWE 
NT 


CLONE ID 


LIBRARY 


3235 


572992 


1945.018.gz43 249208 


F 


M00054521D.H01 


1 1(^2-^01011X4^1 jver 


3236 


46 1313 


1945J21ez43 249251 


F 


M00054514G B01 




3237 


554456 


1945.L21.gz43 249253 


F 


M00054516D.F09 


UC2-ColonMetLiver 


3238 


547866 


1945 F23 ez43 249279 


F 


M00054509A:C01 


UC2-CoIonMetLiver 


3239 


458974 


1945 P23 ez43 249289 


F 


M00054523C:A11 


UC2-GolonMetLiver 


3240 


554839 


1945 C24ez43 249292 


F 


M00054506A:D05 


UC2-ColonMetLiver 


3241 


487658 


1945 124 ez43 249298 


F 


M00054512D:H08 


UC2-ColonMetLiver 


3242 


556940 


1946.H01.gz43 249313 


■•'•■'F,". : 


M00054533C:B04 


UC2-ColonMetLiver 


3243 


493575 


1946.N03.gz43 249351 


F 


M00054541C:C10 


UC2-ColonMetLiver 


3244 


466020 

™ V_/ V/ Vr Z-r V/ 


1946 H05 ez43 249377 


F 


M00054533CE07 


UC2-ColonMetLiver 


3245 


552006 


1946C06ez43 249388 


F 


M00054527B:A07 


UC2-ColonMetLiver 


3246 


551157 


1946.E06.gz43 249390 


F 


M00054529C:D11 


UC2-ColonMetLiver 


3247 


559574 


1946.G06.gz43 249392 


F 


M00054532D:A01 


UC2-ColonMetLiver 


3248 


556216 


1946. 106. gz43 249394 


F 


M00054534D:D02 


UC2-CoionMetLiver 


3249 


559676 


1946.B07.gz43 249403 


F 


M00054525D.H05 


UG2-ColonMetLiver 


3250 


550018 


1946.J07.gz43 249411 


F 


M00054536B:A03 


UC2-ColonMetLiver 


325 1 


526984 


1 946.G08 .gz43 249424 


F 


M00054532D.E07 


UC2 -ColonMetLiver 


3252 


481594 


l946.N09.gz43 249447 


F 


M00054541C:F11 


UC2rColonMetLiver 


3253 


550618 


1946 P09 ez43 249449 


F 


M00054544B.E03 


UC2^ColonMetLiver 


1254 


454336 


1946 A10 ez43 249450 


F 


M00054523D;G09 


UC2-ColonMetLiver 


T?55 


550370 


1 946 J 1 0 ez43 249459 


F 


M00054536B:D02 


UC2-ColonMetLiver 


X) 56 


464 1 54 


1946M10ez43 249462 


F 


M00054540A:H07 


UC2-ColonMetLiver 


3757 


550475 


1946 Bl l ez43 249467 


F 


M00054526A:E04 


UC2-ColonMetLiver 


3758 


584071 


1 946 F l 1 2z43 24947 1 


F 


M00054531D:F05 


UC2-ColonMetLiver 


^?5Q 

JZJ7 


5 50710 


1946 T 11 a743 249475 


F 


M00054536BF08 

If i \J \J\J ^/ 1^ mJ V/ X-J » A. V/ V/ 


UC2-ColonMetLiver 




557638 

JJ/.UJO 


1946 012 ez43 249496 


F 


M00054543B:E06 


UC2-ColonMetLiver 


3761 


560014 


1946 LI 3 ez43 249509 


F 


M00054538D.H11 


UC2-ColonMctLiver 


3767 


553338 

JJJJJO 


1946 114 2z43 249522 


F 


M00054535A:G03 


UC2-ColonMetLiver 




55680Q 


1946 Rl 5 &743 249531 


F 


M00054526BC09 


UC2-ColonMetLiver 


3764 


4Q8433 


1946 H15 ez43 249537 


F 


M00054534A:B06 


UC2-ColonMetLiver 


3765 


45587 1 


1946 K16 ez43 249556 


F 


M00054538A.E10 


UC2-ColonMetLiver 


3766 


87864 


1946J17 ez43 249571 


F 


M00054536CD12 


UC2-ColonMetLiver 


3767 


560519 


1 946 L 1 7 ez43 2495 73 


F 


M00054539B:D06 


UC2-ColonMetLiver 


3268 


409262 


1946.N17 gz43 249575 


F 


M00054542B:B01 


UG2-ColonMetLiver 


3269 


560717 


1946 PIT ez43 249577 


F 


M00054544C:F04 


UC2-CoIonMetLiver 


3270 


550172 


1946.K18.gz43_249588 


F 


M00054538B:B05 


UC2-ColonMetLiv6r 


3271 


552753 


1946.018.gz43_249592 


F 


M00054543C:F01 


UG2-ColonMetLiver 


3272 


549734 


l946:L19.gz43j49605 


F 


M00054539B-.G03 


UC2-GolonMetLiver 


3273 


550714 


1946.G20.gz43_249616 


F 


M00054533B:F04 


UC2-ColonMetLiver 


3274 


585380 


1946.D21 gz43__249629 


F 


M00054529A:H01 


UC2-ColonMetLiver 


3275 


550204. 


1946F21.gz43_24963l 


F 


M00054532B:C05 


UC2-ColonMctLivcr 


.3276 


560205 


1946.122.gz431249650 


F 


M00054535B-.H08 


UC2-ColonMetLiver 



15b 



Table 2 



SEQ 
ID 
NO 


CLUSTEE 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


1777 


119016 


1 04fi F71 uM"? 74QA67 


F 

I 


Mooos4Sinnr 1 o 


u z -coionMet Liver 


1978 




1946 F74 P74^ 749678 


F 
1 


M000S4S10n H07 


u z-^oioruviciLi ver 


1979 
jz / y 


194^67 


IQ4« OO 1 07AI 949704 


1 


M000S4S81H F04 


TTP9 r^^l/A«lVyfo+T ixr«^ * 

u \s z -l, 01 oniviet Li ver 


1980 


46861 1 


1 948 P09 0741 949708 


r 


M000S4S69n-F01 


TTP9 r^-.i-.^A /fcf t ;, r z>-. 

u ^z-L^oionivieiLiver 


198 1 

JZO 1 


178610 


1 048 T09 a7-41 940714 


r 


M000S4S7Anr"07 


u v> z-^oiotiivieii-.iver 


1989 




1 948 M09 074I 74971 8 


F 


M000S4581 R A01 


Uv/Z -v^oioiiivieii-jivcr 


1981 


SS0804 

J JVJOVJH - 


1948 KOI a 7 41 949719 


. F . 
■ a 


M000S4S79AO1 0 


TTP9-PnlonMf»tT ivpr 


1984 


S40QS6 


1 048 rini a^41 940716 


F - 


M000 S4 S 84 A ■ A 07 


TTP9 fnlnnMptl ivpr' 

u 1^ z -^oionivj.eti^i vcr 




j jOUOj 


1 048 A 04 rrrdl 940718 


F 
r 


M00054S67r / R01 


u \^ z r v>o loruviei J^iyer 




^<oiQ7 

j jU J7 / 


1 048 M04 ov41 9407S0 


F 
r 


MO00S4S8 1 R nOl 


u v z 0 loiiivicL ju 1 v c r 


1987 


S^0874 


1 048 MOS 0741 949766 


F 


MOO0S4S81 R Ol 0 

1VJ.WWU J*tJ O 1 O.VJ 1 V 


I li l_f^ i*\l iV/ip'1' 1 n/pr 
U V^Z~V^UlUIliVlCLJ-»i VC1 


1988 
jZoo 


S11819 


1 048 OOS ar41 940768 


F 


M000S4S84 A R01 


TTP9 r'nlnnM^tT iv^r 

. .L/A^Z-\^UlUniVlClJL/IVt/l 


19RG 


^40^07 


j Q/i o pnx 0741 940804 


F 


M00OS4S7OA F09 


Tfr t 9-r , r\lnnMpfT ivpr 

uv>z -\^oiuriivicLi-<ivci 


19 on 


S^1740 
JJJ /4-7 


1 Q48 kT08 qt41 9408 19 


F 


MOOOS4S79RT)10 


TTr^-fYilnnM^tl ivpr 

UV/Z V^U1U111VICL1-/IVCI 


1901 


44681 4 


1048 niO o741 940840 


F 


M00054S74HF1 1 
ivi wuvjtj /'-tu.r 1 1 


TTP9-r , n1r»nMpfT ivpr 


19 09 
J Ay/. 


ss^oon 

JJJUWv/ 


1048 Ml 0 o741 949846 


F 
1 


M000S4S8inri9 


T t P 9 _P a1 nn Mpf T ivpr 


19Q1 

J/7J 


S^4887 


1 948 HI 0 ctt41 940848 


F 


MO00S4S 84R- A 01 


tTr"9-Pn]nnMptT iver 

VJ V-/ Z ~\^-UlUlliVlClJ-<l VCI 


190/1 


^£1 87£ 


VQ48 PI 1 tt7-41 9408S4 


F 


M000S4S79C-F09 


KJ v> Z~\^UlUillVlCLJUi VCI 


190^ 


S^6488 


1048 Mi l CT741 940869 


F 


M00054S8inF)01 




1906 


s6on8n 


1048 r>l 9 fT741 940879 


F 


M000S4S7SAR06 




19Q7 

JZ7 / 




1048 M l 9 ot41 949878 


F 


MO0OS4S8 1 f)F04 


TTr , 9-Pr»1nnMptT ivpr 


1908 


^8790 
j jo I Ly 


1 QAQ 1 I 1 rr^J.1 9 AO 890 
17^0.11 J.gZtj ZH7O7U 


F 


IM000S4S77R- A 09 


nr9-Pn1rrtiMptT ivpr 


1900 


^4071 6 


1048 A14a741 949898 


F 


MO0OS4S68AGO9 

IVlv/V/W^/'T ~> \JOJrY.\J V7j6 


TTr9-fYilnnMptT ivpr 


lion 




1048 M14o741 940010 


F 


M000S4S89 A- AOS 


T)r9-Pn1r»nMptT ivpr 


1101 
p JU 1 


J JVJDVH- 


1048 Ml 4 ot41 94991 1 


F 


M000S4S81 AFOS 


VJV^Z ^UlUlliVlCLl-flVCI 


JJvJZ 


S4QQQ4 


1Q48 MI S 07-41 949996 


F 
1 


M000S4S89 A- A07 


TTr9«r , n1nr»MptT ivpr 


J jUj 


C/IQQCO . 

jq-yojo 


1 QA8 A 16 cr^Ai 94Q010 


F 


M000S4S68 A 1401 


I TP9-Pr\1nnMptT ivpr 

. UvZ -^l7lUIHVICll-/l VCI 


11 f) A 
JJUH 


j 34 /yj 


10/18 A17 YY741 94Q04A 


F 


M000S4S^8R- An7 

iVIWl/ v J H J U 0 D , /\\7 / 


T TP9-Pr»1nnMptT ii/pr 
U^Z~\^UiUiUVIcLvi VCI . 


J JUj 


/1AA090 


1 Q48 0 1 7 n741 949060 


F 
r 


M000S4S 840-^0 1 


lir , 9~PrvlnnMptT ivpr 

VJ V> Z. V^UlUlllVlCll-il VCI 


11(\£. 
JJUO 


<r\Q7r\7 


1 Q/lft TIG rr-T/11 9AQ08A 




M000S4S77RF0 1 
1V1UUU J*+ J / /D.rui 


, uv>z~v»>oioiiivicLi-«ivcr 


1107 


AAOQAT 
t+JVyOj 


10A8 A91 ftr41 9 S00 10 


F 


M000S4S68PFi06 

1V1U J J OO \_/ . LJ wo 


T IP9-Pr»1nnMptT ivpr 


11 OQ 


AS 1 04Q 


1048 P91 rrT-41 9^0019 


F " •" 


M000S4S71 A -RIO 


: T TP9-Pnlr»nMptT ivpr 

0\^Z"V^UlUlJLlVICtJ_>l VCI 


; 110Q 
j J \}y 




1 Qd.8 kT9 1 cr^dl 9^0090 


F 


M000^4^80ARM 


T IP9-Pn1nnMptT iver 


11 1 0 
Jj i\j 


1 £0190 


1QA8 H91 CT741 9S0094 


' F 
r 


M000^4S8SAF07 
iviwvy J*+ jo Jrv.i^vj / _ 


TIP9-Pn!nnMpt[ ivpr 


11 1 1 
J J 1 1 


' 409 1 10 


1Q48 1<T99 0741 9S0016 


F 


M00054S80A-ri0 


TIP9-PolonMetLiver 


3312 


557656 


1948.A23.gz43 250042 


F 


M00054568C:G12 


UC2-ColonMctLiver 


3313 


570248 


1948 K24.gz43_250068 


F 


M00054580A:D04 


UC2-ColonMetLiver 


3314 


561836 


1957.G01.gz43_250080 


F 


M00054594A:D04 


UC2-ColonMetLiver 


3315 


558332 


1957.J01.gz43_250083 


; F . 


M00054597A:C11 


UC2-ColonMetLiver 


3316 


558981 


l957.J02.gz43 250099 


. F ' 


M00054597AD08 


UC2-ColonMetLiver 


3317 


535129 


1957.B03.gz43_250107 


F 


M00054587C-.G02 


UC2-ColonMetLiver 


3318 


549781 


1957.J03.gz43_250115 


F 


M00054597A:G08 


UC2rColonMetLiver 



151 



Table 2 



SEQ 
ID 
NO 


CLUSTEP 


SEQ NAME 


OWE 
NT 


CLONE ID 


LIBRARY 


.3319 


555920 


1957.C04.gz43_250124 


F 


M00054589A-D09 


UC2-ColonMctLivcr 


3320 


550044 


1957.E04.gz43 250126 


F 


M00054591C:A01 


UC2-CoIonMetLiver 


3321 


447356 


1957.104.gz43_25013() 


F 


M00054596B:C01 


UC2-ColonMetLiver 


3322 


560751 


J957.A05.gz43_250138 


F 


M00054586C:H02 


UC2-ColonMetLiver 


3323 


550322 


l957.B05.gz43 250139 


F 


M00054587D:D04 


UC2-ColonMetLiver 


3324 


416884 


1957.N05.gz43_25O151 


F 


M00054602A:E06 


UC2-ColonMetLiver 


3325 


559857 


1957A06.gz43_250154 


F 


M00054586D.A03 


UC2-ColonMctLivcr 


3326 


446164 


1957.C06.gz43 250156 


F 


M00054589B.A07 


UC2-ColonMetLiver 


3327 


550088 


1957D06.gz43_250157 


F 


M0005459()B:BI1 


UC2-ColonMetLiver 


3328 


554764 


1957.E06.gz43_250158 


F 


M()0054591C:H09 


UC2-ColonMetLiver 


3329 


552907 


1957.O07,gz43_250184 


F 


M00054603A:G06 


UC2-ColonMctLivcr 


3330' 


498827 


1957.D08gz43_250189 


F 


M00054590C.A03 


UC2-CoIonMetLiver 


.3331 


498777 


1957.G08.gz43_250192 


F 


M00054594C.E06 


UC2-ColonMetLiver 


3332 


559883 


1957.L08.gz43 250197 


F 


M00054599D:B07 


UC2-ColonMctLivcr 


3333 


554869 


1957.M08.gz43_250l98 


F 


M00054600D.H07 


UC2-CoIonMetLiver 


3334 


559419 


1957.A09;gz43J250202 


F 


M00054586D:G01 


UC2-ColonMetLiver 


3335 


473859 


1957.F09.gz43 250207 


F 


M00054593B.B03 


yC2-CplonMetLiver 


3336 


555949 


1957.M09.gz43 250214 


F 


M00054601A:E08 


UC2-ColonMetLivcr 


3337 


552913 


1957O09.gz43_250216 


F 


M00054603A:G12 


UC2-ColonMetLiver 


3338 


551463 


T957.C10.gz43_250220 


F 


M00054589B:F05 


UC2-ColonMetLiver 


'3339 


550855 


1957.Bl l.gz43 250235 


F 


M00054588AG08 


UC2-ColonMetLiver 


3340 


526733 


1957.01 l.gz43_250248 


F 


M0O054603B:BO4 


UC2-ColonMetLiver 


3341 


557970 


1957F12.gz43_250255 


F 


M00054593B:E03 


UC2-ColpnMetLiver 


3342 


549665 


1957.H12.gz43 .250257 


F 


M00054595CG06 


UC2-ColonMctLivcr 


3343 


446503 


1957.M12.gz43 250262 


F 


M00054601B:D08 


UC2-ColonMetLiver 


3344 


549599 


1957P12.gz43_250265 


F 


M00054604C:F03 


UC2-ColonMctLivcr 


.3345. 


558413 


1 957.A1 3. gz43. 250266 


F 


M00054587A:A08 


UC2-ColonMetLiver 


3346 


553331 


1957.B13.gz43_250267 


F 


M00054588B:B12 


UC2-ColonMetLiver 


3347 


549609 


1 957.1 14:gz43_250290 


F 


M00054596C:F09 


UC 2-Colon MctLivcr 


3348 


455298 


1957.1 15.gz43_250306 


F 


M00054596C:F10 


UC2-ColonMetLiver 


3349 


563514 


l957.P15.gz43_250313 


F 


M00054604DA04 


UC2-ColonMetLiver 


3350 


471181 


1957.A16.gz43_250314 


F 


MO0O54587A:FO6 


UC2-ColonMetLiver 


3351 


487176 


1957.N16;gz43_250327 


F 


M00054602C:C12 


UC2-ColonMctLivcr 


'3352 


561130 


1957.11 7 gz43 250338 


F 


M00054596C:G09 


UC2-Col6nMetLiver 


•3353 


461718 


1957Jl7.gz43_250339 


F 


M00054597D:E12 


UC2-ColonMetLiver 


3354 


559554 


1957,L17.gz43_250341 


F 


M00054600AG12 


UC2-ColonMetLiver 


3355 


,452506 


1957.A18.gz43_250346 


F . 


M00054587A:F09 


UC2-ColonMetLiver 


3356 


551975 


1957Dl8.gz43_250349 


F 


M00054590D.C12 


UC2-ColonMetLiver 


3357 


485029 


1957.H18.gz43 250353 


F 


M00054595DA10 


UC2-ColonMetLiver 


3358 


549816 


t 1957.LI8.gz43_250357 


F 


M00054600A:H03 


UC2-ColonMctLivcr 


■3359 


408130 


1957:0 18'.gz43_25036O 


E 


M00054603C:G09 


UC2-ColonMetLiver 


3360 


558927 


. 1957.P18.gz43_250361 


F 


M00054605AA03 


UC2-ColonMetLiver 



152 



Table! 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


3361 


550217 


I957.pi9.gz43_2503.63 


F 


M00054588C.F04 


UC2-ColonMetLiver 


3362 


556376 


1957.C20.gz43 250380 


F 


M00054589D:C06 


UC2-ColonMctLiver 


3363 


549964 


1957.E20.gz43_250382 


F 


M00054592CA05 


UC2-ColonMctLiver 


3364 


549228 


1957.K20.gz43_250388 


F 


M00054599B.C06 


UC2-ColonMetLiver 


3365 


459581 


1957.L20.gz43_250389 


F 


M00054600C.B10 


UC2-ColonMetLiver 


3366 


562722 


1957.N20.gz43_250391 


F 


M00054602D.A06 


UC2-ColonMetLiver 


3367 


552121 


1957.O20.gz43 250392 


F 


M00054603D-B02 


UC2-ColonMetLiver 


3368 


447311 


l957.C23.gz43 250428 


F 


M00054590AA01 


UC2-ColonMetLiver 


3369 


467035 


1 957.123 gz43 250434 


F 


M00054597AA07 


UC2-ColonMotI.iver 


3370 


549611 


1957.K23.gz43_ 250436 


F 


M00054599B:F09 


UC2-ColonMetLiver 


3371 


549731 


1957.H24.gz43 2504.49 


■ ' F 


M00054596A:Gll 


UC2-ColonMetLiver 


3372 


380127 


l957.P24.gz43_ 250457 


F 


M00054605B:F10 


UC2-ColonMetLiver 


3373 


405042 


1958.H01.gz43_250465 


F 


M00054614B-.E01 


UC2-ColonMctLivcr 


3374 


552418 


1958.J01.gz43 250467 


F 


M00054616D.C10 


UC2-ColonMetLivcr 


3375 


558642 


1958.N01,gz43_250471 


F 


M00054621D:C06 


UC2-ColonMctLivcr 


3376 


549649 


l958.A02.gz43_250474 


F 


M00054605B:G01 


UC2-ColonMetLiver 


3377 


557190 


1958.B02.gz43_250475 


••••F 


M00054606D:B05 


UC2-CoIonMctLivcr 


3378 


549320 


1958.N02.gz43_250487 


F 


M00054621D:D11 


UC2-ColonMetLiver 


3379 


549739 


1.958.J03.gz43_250499 


F 


M000546I6D:G09 


UC2-ColonMetLiver 


3380 


561116 


1958.M03.gz43 250502 


F 


M00054620p,:D06 


UC2-CoionMetLiver 


3381 


473111- 


1958.M04.gz43_2505i8 


■ F : 


M00054620D:D11 


UC2-ColonMctLiver 


3382 


558103 


1958.P04.gz43_250521 


F 


M00054625A.D07 


UC2-ColonMetLiver 


3383 


548864 


1958.A05.gz43_250522 


F 


M00054605C.A04 


UC2-ColonMetLiver 


3384 


560862 


I958.B05.gz43 250523 


F 


M00054607A.B06 


UC2-ColonMetLiver 


3385 


557199 


1958.P05.gz43 250537 


F 


M00054625A:E05 


UC2-ColonMetLiver 


3386 


188753 


T958.A06.gz43_250538 


F 


M00054605C:D03 


UC2-ColonMctLivcr 


3387 


550177 


1958.G06.gz43 250544 


F 


M00054613A:D07 


UC2-ColonMetLivcr 


3388 


556896 


1958.M06.gz43_250550 


F 


M00054620D:Fll 


UC2-ColonMetLiver 


3389 


552823 


1958B07.gz43_250555 


F 


M00054607A:G02 


UC2-ColonMctLivcr 


3390 


39541 1 


1958.M07.gz43_250566 


F , 


MOOO54620D:Gll 


UC2-ColonMetLiver 


3391 


10397 


1958.N07.gz43_250567 


F 


M00054622A:D06 


UC2-ColonMctLivcr 


3392 


551250 . 


l958.P07.gz43 250569 


F 


M00054625B:B02 


UC2-ColonMetLiver 


-3393 


561892 


1958.C08.gz43_250572 


F 


M00054609A:F01. 


UC2-ColonMctLivcr 


3394 


549347 


: I958.F08.gz43_250575 


F 


M00054612A:D12 


UC2-ColonMetLiver 


3395 


561068 


1958N08,gz43_250583 


F 


M00054622A:H01 


UC2-ColonMetLiver 


3396 


549912' 


1958.C09.gz43_250588 


F 


M00054609A:H04 


UC2-ColonMetLiver 


3397 


549114 


1958.Fl().gz43_250607 


F 


M00054612B:BH 


UC2-ColonMetLiver 


3398. 


548965 


1958.J10.gz43_250611 


F 


M00054617B:A09 ] 


UC2-ColonMetLiver 


3399 


491644 


1958.N10.gz43_250615 


F 


M00054622B:F05 


■ UC2-ColonMetLiver 


3400 


55.0018 


1958Gll.gz43_250624 


. F 


M000546I3B:H04 


UC2-CoIonMetLiver 


3401 


556530 


l958.C12.gz43_250636 


F 


M00054609B:E0I 


UC2-CoIonMetLiver | 


3402 


562749 


1958 L12.gz43_250645 


F 


M00054619DC10 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


3403 


556308 


1958Nl? ez43 250647 


F 


M00054677RHOQ 

iVluuv/ jTu»i»oJJ.Jr w7 


u i_/ z - ^> oiomvict jli vcr 


3404 


551105 

J J 1 J V/_/ 


195X 01? P741 25064X 

x .7 JO. VJ 1 Z, .g.t.'T^J z-juyto 


p 


M000546?inri 7 


T TP 7 -P r\\ s\n Ajin+l' i ^ rest- 

u u z - u oioruvieixj i ver 


3405 


507149 

JU / JT.7 


195X Til 0741 75065? 




M00054609R141 1 


u i^z -L/Oioixivieix-river 


1406 


549676 


1 95X FIT U74T 750654 

17JO.jpl J.U- '>2 Z.JVJw , J i T 




M000546 1 1 RF1T 

IVlvWU JtO 1 1D.F 1Z 


> u v^z -v^oionivieiivi vcr 


1407 


5491X8 


195X 1)1 a741 750659 


F 


M000546 17HD06 




140X 


47X511 

*T / O J 1 1 


195X F14 ez43 250670 

JL J O , L-r 1 ^ . V^jLrT *J Z*-7VJVJ / VJ 


F 


M0005461 1 RG09 

i vi \j \j \j j *r w x i jj . vj \j y 


TTP7-Pn1nnMptl ivpr 

\J V^Z-V^VJIUIxxVICLXjI vci 


1409 


555171 

. / X 


195X K14 P741 750676 

1 J7J Q.JFV 1 "T.gZrT—J . .<c,JVJVJ/VJ 


F 


M0005461 Xr-H0? 


TTP?-PnlnnMptl ivpr 

VJ V^Z.~\^VJlVJlxiVlCLX r /l VCJL . 


1410 


5 5175 X 

J J J I j o 


195X115 ^741 250690 

, . 17J0.11J.gtiTJ Z.J \JVJ,7VJ 


p 


M0005461 6A-H01 


1 TP7 -PinlnnN/fptT ivpt ..." 


■1411 


551704 

JJJx.VJ^r 


195X1 15 CT741 750691 


F 


M00054670 AC09 


TTP?-PnlnnMptl tvpr 

,VJ\v-^ VvVJlvJlllVXwLX_ilVt/I 


j^ i 


497477 


1958 HI 6 0741 750705 

1 Zf -J 0 ,1 X Jl VJ .jZjLTX-J Z.JVJ / \JJ 


F 


N/f00054615RF01 

1VJLV/V/V7 J *TVJ jl J JJ . LJXJ J 


T Jl 7 -i ^ 1 nri IV/f pf f i vp r 

VJv>Z. V^VJlVJlllVlVvLJL/1 Vt>l , 




4X1160 

to I J VJ\J 


195XT16 0741 750706 

l7Jv).llvJ.tt»"J X.— 'VJ/VJVJ 


F ■ 


M00 05 46 1 6 A H01 

x.yi\j\j\j jt\j l v^/^v.x xvj J 


T IP7-PnlnnMetl iver 

VJ \Jf V-/ VJ1VJI XLV Iv LXj 1 V vl . 


3414 


552437 


1958 K16 0z43 250708 


F 


M000546 1 8DT)04 


UC2-CoionlV.etT iver 

VJVvZ- VJiVJl 11 » IuIXj 1 V vL 


1415 


5501 64 

wf.IV/ 1 VJT 


1958 016 ez43 250712 


. F 


M00054674AR1 1 


V Vvi. Vvv!lVJlxL»XW>LJ~*l VW 


1416 


555660 


1958 FIX 0741 250714 

1 7JO . A_v x O.cZitJ J VJ / -J t 


F 


M0005461 1CE01 

1VXV7 Vv Jt«J X X v/,JUv 1. 


Mr2-roloTiiMetI iver 

Kj V> j~ . V^VJIVJILLtAwLXjI V Vvl 


1417 

J^T X / 


567917 


1958 Nl 8 0z43 250741 


' p 


M00054622D-C02 


I JC2-OolonMetLiver 

\J Va. v>VJ1VJ11X»XV/X1^/1 Vvl 


1418 


490191 


1958 B19 0z43 250747 


F 


M00054608BD08 

1 V X \J \J \J J ~ Vl v/ V> 1J . XJ V o 


I IC2-ColonMetT ,iver 

VJV>-fc< V^VJ1VJ111»XWLJL>1 VV/1 .. 


1419 


490890 


1958 K 19 0z43 250756 


; .'F- 


M000546I8DE06 


Ur2-rolonMetLiver 


1490 

JHZVJ 


451009 

. *t j 1 vjvj-' 


1958 K?0 0741 75077? 


F 


M0005461XD F1 1 

- lVlUWV/ JtU X (JXyJ .JL» JL 1 


f IP?-f , nlnnMptI iver 

VJ V_/-t- V/VJlVJXlxVXVytX-fJL VVvl 


14? 1 

J*T^,X 


557194 

. j jz. i j » 


1958 F ?0 0z41 250771 

17JO.XJ— V.A— £*iJ\J 1 / J 


: f 


M00054620BB10 


Ur2-rolonMetLiver 


147? 


451075 

■ • .*t J l v/x. j 


1958 M?0 0741 250774 

X7 J O .lVXZ.VJ.t^/T J J-JVJ / IT 


F 


M00054671C GOT 

1VXV/V7V7^7T\JZ« X V> . VJ V/ J 


T IP?-(^nlnnN/fpfTJvpr 

\J \^/jLt V>V/LVJXXL*XwLJLJi. V w 1 


1471 

JHZ J 


551461 

, J J 1 *T Vj J 


1958 N70 0741 750775 


F 


M00054677DD10 


Ur?-rolnnTvf etT jver 


^474 


jjjUZO 


195X H71 0741 7507X4 


p 

. j. 


MO0O 5 46 1 1 D H09 

IVlWv/W J*tVJ 1 JJL/.XXW7 


T IP?-PnlnnMptT ivpr 

VJv>Z. V>VJlVJllJ.VXvl.X-«l V t/l • 


1475 
JtZ J 


4X5504* 

H-OJJVJ** 


195X N71 0^41 750791 


' '■ F ■ 


M000546 ? ? D • F0 5 

1VXVJ V7VJ J.TVJZ.X.JLJ .X VJJ 


VJV_^Z« v^VJlVJlxlVXt/LX_/l Vt/I 


3476 


5677? 7 

JOZ / 1 z 


1958 P?1 0741 750791 


' F ; • 

X 


iVr000546?5DF06 

1VXVJVJVJ JtVJZ. jjl/ .jjl vjvj 


* VJV^^~V^VJIVjIXiVXVvLX_#X VVvl 


1477 


4901 5? 


195Xr?? 0741 750796 


F 

A ..... ■ 


M00054609DF1? 

IViVJVJVJ Jt\JVJ7 JLJ J>^/ 1^, 


1 IP? -Col on Met! iver 

VJ \w ^ V/ VJI VJl XLVXy tX-ii V Vv I 




557164 

J JZ JOH 


195X F7? 07-41 750799 


F 


M000546 1 7DFJ 1 ? 

IVXV/V/VJ JtU I Z-U. U XjC. 


1 IP? -Colon Met I iver 

VJV^Z. y>VJtvJiXiVXyl.Ajl VC<i 


1470 


44X776 


1 95 X I ?? a741 750X05 


F 


Mooo546?orrox 

• iVxV/V/V/ J*TVJZ\J\w . V/ VJO 


1 TP? -Po1r>ri)\/fptT ivpr . 

\JK1/Z* V^VJiv/IU.VXt'lJLii VCi 


^4in 


556815 


195X N9? 0741 7 5 0X07 


F 


M000 54677 DG1 1 


lTP?-Po1nTiMptT iver 

VJ V_y Z. V.vVJl'JUlVXL'iXjl VUI 


141 1 


461 714 


1 95 X P7? 0741 750X09 


F 


M000546? 5 D H07 


I JC2-ColonMetLiver 


141? 


557947 


195X H71 0741 750X17 


. F 


M00054615P D09 

1V1V7V/V/ JtVJ 1 J W . X^ VJ ^ 


T TP? -Pol on M etT a ver 

VJ Vp'Z. V^-VJIVJIXIVX v^Xyl V Vyl 


1411 

J*tJ J 


560491 


1 95X T 71 0741 750X? 1 


F 


M000546?0r*ri? 


UC?-ColonMetT ,iver 

VJ V>^- ^/VJJVJIJU.tXV'I-AjI V w. 


1414 


554X1 0 

JJHO x VJ 


195X 071 0741 250X24 

X 7JO .VJ^J .gATj . >4«JVOZ.*T 


: p 


M00054624DB06 


1 JC 2-ColonMetLi ver 

X> vyiv/lll'lvlXJl Vvl 


141 5 

J*T J J 


549X79 


195X r?4 0741 750X78 

17JO.V> / jT.gATj Zr-JVO.— .Q 


'■' f 


M00054609DH06 

IVXVJVJVJ J t TVJV/7J-/,i XVJVJ 


1 JC2-ColonMetLiver 


1416 

J*T J VJ 


51 8049 

J 1 O \J^y 


1958 M24 ez43 250838 


■ : F 


M00054621D'A10 


UC2-ColonMetLiver 


1417 

J.^ J f 


4X4669 

T'Q'tVJVJj' 


1777 O01 0z43 251861 


F 


M00042831DG06 


UC2-PrimColon 


3438 


537506 


1777.C03.gz43 251881 


. T v 


M00042811C:B06 


UC2-PrimColon 


3439 


545162 


1777 F03.gz43_251884 


F 


M00042816B:C08 


UC2-PrimCoion 


3440 


456793 


1777.Cll.gz43 252009 


F 


M00042812B:C01 


UC2-PrimColon 


3441 


448340 


I777.Ell.gz43_252011 


F 


M00042815C:C02 


UC2-PrimColon 


3442 


448793 


1777.E13.gz43_252043 


F 


M00042815CF10 


UC2-PrimCoion 


3443 


449718 


1777.H14.gz43_252062 


F 


M00042819CH02 


. UC2-PrimColon 


.3444 


735534 


1777:E17.gz43_252107 


: F ' 


M00042816A-.C09. 


UC2-PrimColon 



Table 2 



SEQ 
ID 
NO 


CLUSTEF 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


•3445 


449258 


l777.K17.gz43_252H3 


E ! 


M00042825A.B05 


UC2-PrimColon 


3446 


485020 


1 777.0 18.gz43_252 133 


F 


M00042833C:G05 


UC2-PrimColon 


3447 


649735 


1777.A23.gz43_252199 


F:':- 


M00042809D:C12 


UC2-PrimColon 


3448 


498504 


1923.B01.gz43_252616 


F 


M00042352DFU 


. UC2-ColonMctLivor 


.3449. 


424723 


1923.C01.gz43x252617 


F 


M00042355A:H09 


UC2-ColonMetLiver 


3450 


451124 


1923. E01.gz43. 2526 19 


F 


M00042444C:E02 


UC2-ColonMctLivcr 


3451 


553312 


1923.001. gz43 252629 


F 


M00042516D:H08 


UC2-ColonMctLivcr 


3452 


257547 


1923.D02.gz43_252634 


F 


M00042442B:A07 


UC2-ColbnMetLiver 


3453 


492292 


1923J02.gz43_252640 


F 


M00042455B:G09 


UC2-ColonMetLiver t 


3454 


638444: 


1 923. 002.gz43 252645 


F 


M00042516D:H09 


UC2-ColonMetLiver 


3455 


451009 


1923.C03.gz43._252649 


F 


M00()42355B:B07 


UC2-ColonMctLiver 


3456 


451518 


1923. 103. gz43_252655 


F 


M00042453C:D12 


OC2-ColonMetl.iver. 


3457 


450255 


1923.J03.gz43_252656 


F 


M00042455CD11 


UC2-ColonMetLiver 


3458 


556804 


1923 M03.gz43_252659 


F 


M()0042460B:D10 


UC2-ColonMetLiver 


3459 


,' 497400 


1923.C04.gz43_252665 


: F 


M00042355B:E10 


UC2-ColonMctLiver 


3460 


451618 


1 923 .H04.gz43 252670 


, ; F 


M00042451D-.H10 


UC2-ColonMetLiver 


3461 


490890 


1923J04.gz43_252672 


F 


M00042455C.E04 


UC2-ColpnMetLiver 


3462 


492982 


1 923. P04.gz43 .252678 


• F* . 


M00042519D-.H07. 


. UC2-ColonMctLivcr 


3463 


498777 


!923.A05.gz43_252679 


F 


M00042351C:GOl 


UC2-ColonMetLivcr 


3464 


493575 


1923.B05.gz43 252680 


F 


M00042353B.A11 


UC2-ColonMetLiver 


3465 


556916 


1923.L05.gz43_252690 


F 


M00042459B:F03 


UC2-ColonMctLiver 


3466 


• 551755 


1923.N05.gz43_252692 


. F 


M00042460D:H06 


, UC2-ColonMctLivcr 


3467 


495.074 


I923.005.gz43 252693 


F 


M00042517C.B04 


UC2-ColonMetLiver 


3468 


487745 


1923.E06.gz43_252699 


F 


M00042445A:B04 


UC2-ColonMetLiver 


3469 


448663 


1923.F()6.gz43_252700 


F : 


M00042447C:H10 


UC2-ColonMetLivcr 


3470 


468729 


1923.L06.gz43_252706 


F 


M00042459B.F12 


UC2-ColpnMetLiver 


3471 


451470 


1923 C07.gz43_2527l3 


F 


M00042355C:G09 


UC2-ColonMetLiver 


3472 


489426 


1923.K07.gz43_252721 


' ■ F 


M00042457DD02 


UC2-ColonMetLiver 


3473 


450302 


l923.F08.gz43_252732 


F 


M00042447D:E04 


UC2-CoionMetLiver 


3474 


559575 


1923.M08.gz43_252739 


F 


M00042460B:G12 


UC2-ColonMctLivcr 


3.475 


496446 


1923.A09.gz43_252743 


F 


M00042351D:D02 


UC2-ColonMctLivcr 


3476 


492110 


1923 F09.gz43_252748 


F 


M00042447D.G10 


UC2-CplonMetLiver 


3477 


495941 


1923G09.gz43l252749 


•: F ; 


M00042450A.D02 


: UC2-ColonMetLivcr 


3478 


446621 


1923.J09.gz43_252752 


F 


M00042455D:H08 


UC2-ColonMetLivcr 


3479 


562115 


1923.N09.gz43_252756 


F 


M00042516A:AI0 


UC2-CoIonMctLivcr 


3480 


494300 


1923.O09.gz.43 252757 


F 


Md0042517D:A12 


UC2-ColonMetLiver 


3481 


45 1429 


1923 A10.gz43_252759 


F 


M00042351D:F08 


UC2-ColonMetLiver 


3482 


486912 


1923.H10.gz43_252766 


' F • 


M00042452e:A09 


UC2-CoionMetLiver 


3483 


456492 


1923.J10.gz43_252768 


; f . 


M00042456A:G08 


UC2-ColonMetLiver 


3484 


562060 


I923.N10.gz43_252772 


F 


M00042516A:C08 


UG2-GoionMetLiver 


3485 


.4244 


1923.P10.gz43_252774 


; F ;■ 


M00042520A:F09 


' UC2-ColonMetLiver 


3486 


451429 


1923.A1 l.gz43_252775 


F 


Md0042351D:H05 


UC2-ColonMctLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


3487 


449974 


1923.Hll.gz43_252782 


F 


M00042452C:C10 


UC2-ColoniVfetLiver 


3488 


59512 


1923.Kll.gz43_252785 


F 


M00042458B:B08 


UC2-ColonMetT jver 


3489 


550362 


1923.Mll.gz43_252787 


F 


M00042460C:A02 


UC2-ColonMetLiver 


3490 


211273 


1923.01 l.gz43_252789 


F 


M00042517D:G04 


UC2-ColonMetLiver 


3491 


450400 


1923.112.gz43_252799 


F 


M00042454A:F02 


UC2-ColonMetLiver 


3492 


562627 


1923.L12.gz43 252802 


f • - 


M00042459C:E06 


UC2-ColonMctLivcr 


3493 


494393. 


1923.B13.gz43_252808 


; F 


M00042353D:B08 


UC2-ColonMetLivcr 


3494 


451049 


1923.F13,gz43_252812 


• ¥ 


M00042448B:C04 


UC2-CplonMetLiver 


3495 


558729\ 


1923.K13.gz43_252817 


F 


M00042458B:G05 


UC2-ColonMetLiver 


3496 


526733 


1923X13:gz43_252818 


F 


M00042459C.G02 


UC2-ColonMetLiver 


349? 


558559 


1923N13.gz43_252820 


F 


M00042516B.E03 


UC2 -CoIonMetLi ver 


3498 


451518 


1923.A14.gz43 252823 


F 


M00042352A:G05 


UC2-ColonMetLivcr 


3499 


349 


1923.M14.gz43_252835 


F 


M00042460C:B02 


UC2-ColonMetLiver 


3500 


456672 


1 923 A 1 5 .gz43_25 283 9 


F 


M00042352A.G09 


UC2-ColonMetLiver 


3501 


497101 


1923.D15.gz43 252842 


F 


M00042443D:E01 


UC2-ColonMetLiver 


3502 


488680 


1923.H15.gz43_252846 


F 


M00042452D:C04 


UC2-CblonMetLivcr 


3503 


552236 


1923.L15.gz43 252850 


F 


M00042459D.B07 


UC2 -CoIonMetLiver 


3504 


450823 


1923.B17.gz43J252872 


F 


M00042354B.A07 


; UC2-ColonMetLiver 


3505 


446263 


1923.D17.gz43 252874 


F 


M00042444A:C10 


UC2-ColonMetLivef 


3506 


492094 


1923.H17.gz43__252878 


F 


M00042452D:G06 


UC2-ColonMetLiver 


3507 


552581 


1923 K17.gz43_252881 


F 


M00042458C:E06 


UC2-ColonMetLiver 


3508 


494362 


1923.G18.gz43 252893 


F 


M00042450C:B09 


UC2-ColonMetLiver 


3509 


560420 


1923 L18.gz43_252898 


■ F 


M00042459D.E03 


UC2-ColonMetLiver 


3510 


562399 ' 


1923.N18.gz43_252900. 


F 


M00042516C:C04 


UC2-ColonMetLiver 


3511 


487522 


1923.018.gz43 252901 


F 


M00042518D:A08 


UC2-ColonMetLiver 


3512 


498194 


1923.A19.gz43 252903 


F 


M00042352B:F03 


UC2-ColonMetLiver 


3513 


451126 


1923.B19.gz43_252904 


F 


M00042354C:F04 


UC2-ColonMetLiver 


3514 


450507 


1923.E19.gz43_252907 


F 


M00042446B:G02 


UC2-ColonMetLiver 


3515 


450723 


1923. 119.gz43 252911 


F 


M00042454D;H10 


UC2-ColonMetLiver 


3516 


492981 


1923J19.gz43_252912 


F 


M00042456C.H07 


UC2-ColonMetLiver 


3517 


451054 


1 923 .F20.gz43_252924 


F 


M00042448C:C09 


UC2-ColonMetLiver 


3518 


453667 


1923.J20.gz43_252928 


F 


M00042456D.B06 


UC2-ColonMetLiver 


3519 


562588 


1923 K20.gz43^252929 


./'■F : ' 


M00042458D.E06 


UC2-ColonMetLiver 


3520 


527679 


1923 L20.gz43_252930 


F 


M00042459D.GQ4 


UC2-ColonMetLiver 


3521 


494133 


1923.B22.gz43_252952 


F 


M00042355A:A12 


UC2-ColonMetLiver 


3522 


492304 


1 923. 122.gz43 252959 


F 


M00042455A:G12 


UC2-ColonMetLiver 


3523 


100821 


1923J22.gz43_252960 


F 


M00042456D:D07 


UC2-ColonMetLiver 


3524 


562603 


1923.M22.gz43_252963 


F 


M00042460C:G08 


UC2-ColonMetLiver 


3525 


562275 


1923 N22.gz43_252964 


F 


M00042516D:B11 


UC2-CoIbnMetLiver 


3526 


451302 


1923.A23.gz43_252967- 


F 


M00042352C:G01 


UC2-ColoiiMctLiver 


3527 


451126 


1923 B23:gz43_252968 


>F-- 


M00042355A:C03 


UC2-ColonMetLiver 


3528 


494130 


1923.C23.gz43 252969 


F •: 


M00042442A:A12 


UC2-ColonMetLiver 



156 



Table 2 



i>EQ 

ID 

• Mr* ■ 
. INU 


CLUSTER 


SEQ NAME 


OKIE 
IN 1 


CLONE ID 


LIBRARY 


3529 


562587 


1923 K23.gz43_252977 


F 


M00042459A:E04 


UC2-ColonMetLiver 


3530 


562543 


1923.M23.gz43_252979 


F 


M00042460C:H10 


UC2-ColonMetLiver 


3531 


562398 


1923.N23'.gz43_252980 


F 


M00042516D:C01 


UC2-CoIonMetLiver 


3532 


497517 


1923.P23:gz43_252982 


F 


M00043296A.E08 


UC2-ColonMetLiver 


.'3533 


450902 


1923.A24.gz43_252983 


F 


M00042352D:A11 


UC2-ColonMetLiver 


3534 


499178 


" 1923.C24.gz43 252985 


F 


M00042442A:G04 


UC2-ColonMctLiver 


3535 


.450507 


1923.E24.gz43_252987 


F 


M00042446D:F04 


UC2-ColonMetLiver 


3536 


448556 


1923.F24.gz43_252988 


F 


M06042449A:H10 


UC2-ColonMetLiver 


3537 


454575 


I923.124.gz43 252991 


F 


M00042455B:D05 


UC2-CoIonMetLiver 


3538 


275 


1923 L24.gz43_252994 


F 


M00042460B:C06 


UC2-ColonMetLiver 


3539 


452719 


1934.C01.gz43 253001 


F 


M00043360C:E07 


UC2-ColonMetLiver 


3540 


449842 


1934.G02.gz43_25302i 


F 


M00043369D.B01 


UC2-GolonMetLiver 


3541 


489506 


1934.N02.gz43 253028 


F 


M00043384D:D05 


UC2-ColonMetLiver 


3542 


453893 


1934.P02.gz43 253030 


F 


M00043388A:D05 


UC2-ColonMctLiver 


3543 


452586 


l934.A03.gz43_253031 


F ; 


M00043356B.E12 


UC2-ColonMetLivcr 


3544 


491177 


l934.C03.gz43_253033 


F 


M00043360C:F11 


UC2-ColonMetLiver 


3545 


496586 


1934.M03.gz43 253043 


F 


M00043382C:D07 


UC2-ColonMetLiver 


3546 


490393 


1934.003 gz43_253045 


F 


M00043387A:E02 


UC2-ColonMetLiver 


3547 


450756 


1934.D04.gz43 253050 


F 


M00043363BA1I 


UC2-ColonMetLiver 


3548 


456492 


1934.104.gz43_253055 


F 


. M000433 73D:G04 


UC2-CoIonMetLiver 


3549 


490395 


l934.O04.gz43 253061 


F 


M00043387A:E03 


UG2-ColonMetLiver 


3550 


.489275 


l934.P04.gz43 _253062 


F 


M00043388B:C02 


UC2-GolonMetLiver 


3551 


489368 


1934.C05 gz43_253065 


'.F,..- 


M00043360D.D01 


UC2-ColonMetLiver 


3552 


450756 


l934.E05.gz43 253067 


F 


M00043364D:HU 


UG2-ColonMetLiver 


3553 


496084 


1934.K05.gz43_253073 


F 


M00043378D:D12 


UC2-ColonMetLiver 


3554 


450193 


1934.L05.gz43 253074 


F 


M00043380D:E10 


UC2-ColonMetLiver 


3555 


499240 


1934.M05.gz43_253075 


F 


M00043382C:G09 


UC2-ColonMetLiver 


3556 


448230 


1934.A06.gz43 253079 


F 


M00043356C:F03 


UC2-CoIonMetLiver 


3557 


455707 


1934.H06.gz43_253086 


F 


M00043372B:B01 


UG2-ColonMetLiver 


3558 


496760 


l934.N06.gz43 253092 


F 


M00043385A:E01 


UC2-ColonMetLiver 


3559 


447429 


1934A07.gz43_253095 


F 


M00043356C:H07 


UC2-ColonMetLiver 


3560 


450551 


1934.G07.gz43 253101 


F 


M00043369D:G10 


UC2-ColonMetLiver 


3561 


451144 


1934J07.gz43_253 104 


F 


M00043376B:C03 


UC2-ColonMetLiver 


3562 


491402 


1934 C08 gz43 253113 


F 


M00043361B:F02 


UC2-ColonMetLiver 


3563 


449956 


l934.E08.gz43_253H5 


F 


M00043365A:C06 


UC2-ColonMetLiver . 


3564 


449959 


1934G08.gz43_253117 


F 


M00043370A:C08 


UC2-ColonMetLiver 


3565 


560213 


1934.I08.gz43 253 1 1 9 


F 


M00043374A:E05 


UC2-ColonMetLiver 


3566 


450482 


1934J08.gz43_253120 


F 


M00043376B:F06 


UC2-ColonMetLiver 


3567 


.449795 


1934.B09.gz43 253128 


F 


M00043359BA04 


UC2-CoIonMetLiver 


3568 


486856 


; 1 934.009. gz43_253 141 


. F ■ ■■ 


M00043387B:A03 


UC2-ColonMetLiver 


3569 


450080 


1934.C10.gz43 253145 


F 


M00043361DA02 


UC2-ColonMetLiver 


3570 


" 510272 


1934.1 10.gz43_253 151 


F 


M00043374AG04 


UC2-ColonMetLiver 



Table 2 



SEQ 
ID 
NO 


CLUSTEP 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 

A JJLJ r X Vi. UV X 


1S71 
J J / 1 


4 ; SfiSSl 


1014 A 11 0^41 9 SI 1 SO 
i yj^t.rv jl ± .gzH- j z j j i jy 


- Jr. 


Mnnn4iis7A no a 

IVI UU v/*+ J J J / r\ . VJTtrt 


TTP7 P/-»l^MA^vatT 

ucz-coioni.vietLiver , 


IS 77 
J J /Z 


4soioi 


1 014 Rl 1 o74T 7 SI 160 

lyjH.O 1 1 .gZH-J ZJj 100, 


■ r 


M000411SQR H06 
ivivjuuH' j j j y i> . u\jo 


u L/ z - L oionivieiJLri vcr 


1S71 


1 14109 

• l j^jyz 


1 014. Ml 1 ? SI 171' 

1 yjH-.lYl 1 1 .gZHO ZJJ 1 / 1 


V 
r 


M0nO411RlR-Pl 9 

1V1WU Wrr J J 0 J F> .F 1 Z. 


T TP 7 P<-\1 /-»«\>f^+T it r^xr 

u v^z-LGionivieiJ-rivcr 


IS 74 
J J /ff 


406914 

4yozj*f 


1 014 M 1 1 o«t41 7 SI 1 77 

iyj4jiN 1 i .gz*tj zjj i /z 


P 


M 00041 1 8 S P • Fi06 
1V1 UUU*+JJoJl^.JLJv/0 


- TTP7 P^1i-»nlV^A+T 


1S7S 


4o f oyj 


1014 A 19 rr74.1 9S117S 

lyjH./vxz.gZ'Tj zjji/j 


P 


M0004 1 1 S 7R • R 09 
lVlUUV i T J J J / Xj.DUZ 


UL/Z-^OlOmVlCLJulVCr 


1S76 


40 1 S07 


1 Q-24 n I ? ot41 9 SI 1 78 

1 y JH .U JL Z.gZt J ZJ Jl/O 


" p 


M0 004 11 6 in • F07 

IVIUUVJ^ J JO JJL/.F VJ.i 


' TTP7-Pr»lnnMiatT i\rt*T 

u v> z-^oioiiivicLJuiver 


1S77 
J J / / 


911R14 


1014 TV? o741 9S1184 
lyj/T.J iz.gz,*tj zjJio 4 t 


F 


M00041176n- A 1 9 


TTP7 JPolonMptT ivpr 


1S7R 
JJ to 


4S01 ao 


1014 All ay41 7S11Q1 
i yj't.A u.gZT-j zjjiyi 


p 


M000411S7RH01 

J.Y1 Vy U J J J / JL> . JJ v 1 


T TP 7 JT* ril r»n MptT i vf»r 
UvZ Vw/UlUlliVlCLJUIVt/I 


jj /y 


4ft 86 11 


1014 Fll or41 9S11QS 
lyjH-.E/i j .^ztJ zjj l y j 


P 

F 


M0004116SRrOX 

1V1 yUUH J J OJ D . v_/VJO 


T TP7 JPnlnnMpfT tupr 


is°.o 


As 1 n i i 

*+J iy 1 1- 


1Q14 1<ril 0741 9S1901 
lyjT-.ivi j.gztJ zjjzwi 


P 

■ F 


M00041170PROO 


TTP7 JPolnnMpfT ivpr 


JJOl 


4S0907 


1014 H14 or41 9S1911 
iy JH.VJ lH-.gZH- j zjjz u 


P 


M00041170RD0k 


T TP7-Pn1nnMptT ivpr 


jjoZ 


=4 si l 8S 

; 4 J 1 1 O J 


1 014 T 1 4 0741 9 S 1916 
iyj*+.j i*+.gztJ zjjzio 


p' 

F -.« 


M00041176D D 1 9 


T TP9 JPnlnnMptl ivpr 

. IJ^Z V^*^^**CLJui VCI 


1S«1 

J JO J 


SS 1 180 
j j 1 joU 


1014T14o741 7S191X 

iy J.*+ J^jl t T.gZ t rJ ZJJZ 10 


P 
F 


M000411R 1 R F 1 0 


TTP7jPr»lnnMptT ivpr 

U v>- Z V^VJlvJlJLLVJLC tJLfl V C I 


1SR4 

J J54 


4QS 1 41 

T-y j l^tj 


1014 Ml 4 o^41 7S1910 


P 

r 


M000411ftlTyr07 


TTP7JPn1nnMptT ivpr 


ISttS 


487 1 81 

'to / lOJ 


1014 014 ot41 9S1991 

lyjf.VJlH.gZH-J ZJJZZl 


p 

. F 


M00041187C-A 1 1 

1V1UWUH J JO / V_/ .r\l I 


T Tr7-PnlnriMptT ivpr 


IS 86 


Oj i jzo 


1014 11 S o 7 41 9 S 1911 
i yjH-.i i j .gZH-j zjjzji 


F 

F 


M00041174D D07 


1 ir s 7-Pr»lnnMf»tI ivpr 


1SR7 

JJO / 


440780 
44y / oU 


1014 PI 6 o741 9S1941 
lyjH.J-jiu.gzH-j zjjz*+j 


P 
F 


M00041 1 6 S C ■ AO Q 

IVlWvU^JJUJVy.rVU? 


f \C1 JPnlnn MptT i vpr 


ISRft 

JJOO 


401 409 


1014 F16 0741 9S1944 


P 

. F 


M00041168 A*F01 

1V1VJ UWt J JvJOjtV.F VJ J 


\\C1-Cc\c\r\ MptT ivpr 

. Uv^Z. V^UlxJlliYl.t'L-L/1 V vl 


1SR0 

j joy 


4Q400Q 


1 014 K 1 & 0741 9S194Q 


P 


M0004117QD- AOS 




isoh 

jjVU 


4S08 1Q 

4JU5 IV 


1014 M16 ot41 9S19S9 
iy J4.IN ID.gZHJ ZJJZJZ 


P 

F - 


M000411X6A A1 1 


TTP9«r'r»1nnMptT ivpr 

\J V Z. V-' 4J1U111V1C 1 1_/1 V t>l 


jjy i 


455 34V 


1Q14 PI 6 o^41 7S19S4 
iyj4.Jr lO-gZ^t J_ZJ JZJ4 


P 

r 


M000411ft0fi R1 0 


TTP7-Pr*1nnMptT ivpr 

. IJV^Z^\^U1UI11V1CLJ_/1VC1 .. 


jjyz 


J 1j4Zj 


1014 T17 rr-r41 7 S 17 61 

lyj4.ll/.gZ/tj_ZJJZOJ 


P 

F . 


MOOO41174n-P100 
1V1UUU*+ J J / 4-LI .FlUy 


TTP7-»Pr»lnnMptT i\/pr 
UV^Z^l^OlUIllVlCLJL/lVCI , 


j jyj 


4yUo4o 


1Q1A PI St mAI 7S1971 
lyJ4. LI o.gZ'+J ZJJZ/J 


' P 
F 


M00041167P-F09 
1V1 U U J J OZ . t-i UZ 


1 TP7 jPr^lrtnMptT \\trt 


1 ^ O /I 

j jy4 


. JJOJ 1 1 


1Q14 Tift f>-r41 7S17R7 
iyj4.i-il5.gZ4J__ZJ JZoZ 


P ■■- 

r 


M0004118 1 P-F 10 

iviuuuHj jo i v^.riivj . 


TTP9-Pr»1nnMptT ivpr 
U v Z -V^ OlUIliVlC L J_/l V CI 


jjyj 


4o/4j / . 


VOl/l A./1V8 rtr/41 7S17ftl 
iyj4.lV115.gZ4j ZjjZ5j 


r 


M000411£4R- A 04 
1V1UUU4 J J S^fJj ./\U4 


TTP9 Pr^lnnMpfT 'x\tc*t 


jjyo 


/I O 1 1 /I ft 

4y lz4U 


1 Ol/l T71 Q ft-r41 7S1701 

lyj4.£iiy.gZ'*j_ZJ jzy i 


P 

F 


M0004116SPF06 


TTP9 PnlnnMpfT ivpr 


jjy/ 


a ^ii i ft 
4jZ7 1U 


1 014 H I O /y-wli 7 S 19 04 

i y J4 .jfi a y .gz^f j_z j jz y^f 


P 

F 


M00041171 A PI 1 


TTP9-Pri1nnMptT ivpr 
U Z " Ul UlliVlC li-/ 1 v c* 


1<>Q9 


44yyjy 


1Q14 T70 ot41 7S1117 

iyj4. j zu-gzHj zjjj iz 


P 

r 


M00041177P- A 1 1 


TTP9-PolnnMptT ivpr 


1SQQ 

JJ77 


440079 

44yy /o 


1Q14 P7H rrv41 7S111R 
iy j*4-.r ZU.gZHj Zjjj lo 


P 

F 


M00041100RT04 


TIP9-Pr»1nnMptT ivpr 

XJ V_/ Z. U 1VJ111V1C 1,Lj 1 V t/ 1 


i/^oo 


4JUZ4Z 


1014 A71 rr-741 7S111Q 
1 yj4./VZ 1 .gZ^f J__ZJ J J 1 y 


F 


M000411SX A-D09 


TTP9 JPnlnnMptT ivpr 
u v>z-\^uiuiiivicLi_/ivei. . 


jOU I 


4JiZy4 


1014T91 ov41 9S1197 

iyj4 .iz i .gZHj_zj j jz / 


P 

F . 


M0004117S A F09 


I TP9-Pn1r*nMptT ivpr 

U V> Z. ~ V_/ UHJ1 11 VIC LL/ 1 VW . 


1^07 
JOUZ 


43UU5U 


1014 1^77 ov41 7S1141 
iy j^t.urzz.gztj zj j j*+ 1. 


P 
F 


M0004117 1 R-n 0 


t TP7-PnlnhMptf ivpr 

VJ V/Z, ""v^ UlVJllIVld LjI V V/l 


1 601 
jOUj 


4 J 1 JO I 


1Q14 179 tt-741 9 S 1144 
iy J4t. JZZ .gZrr J ZJJJH-H 


;, p - 

F 


M00041177DF0 1 


1 TP9-Pn1nnMptT ivpr 

U V_/ Z. _ %J 1U111V1 1» L-L/ 1 V t/1 


1604 


4oyzu/ 


1 014 M77 o-t-41 7S1147 
1 yj^t.ivizz.gz^+j zjjjt/ 


p 


M00041184CC09 


I fr?-rolonMetT iver 


160S 
jOUJ 


7188O10 


1014 H99 o741 9S114Q 

: iy J*t.VyZZ .gZ*+J iJJJt? 


F 


IVlUUUtJJO / JL/.UXJZ. 


T jr2-rolonMetLi ver 


3606 


449908 


1 934, G23 .gz43_253357 


F 


M00043371C:B02 


Ue2-ColonMetLiver 


3607 


450211 


1934.023.gz43_253365 


F 


M00043387D:D06 


UC2-ColonMetLiver 


3608 


402916 


1934.124.gz43_253375 


F 


M00043375B:A04 


UC2-ColonMetLiver 


3609 


.494450 


1934 J24.gz43_253376 


F 


M00043378B:B05 


UC2-ColonMetLiver 


3610 


492627 


1934.M24.gz43_253379 


F 


M00043384C:G01 


UC2-ColonMetLiver 


3611 


550246 


1947J01.gz43_253404 


F : 


M00054555D:C03 


UC2-eolonMetLiver 


3612 


550952 


1947.106.gz43_253483 


F 


M00054555A:H09 


UC2-ColonMetLiver 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


• f'-'.'./.:\\ : : ':\\y-' : ' : -i '. ■ 

• SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


3613 


555502 


1947.A10.gz43_253539 


F 


M00054545C:B09 


UC2-ColonMctLiver 


3614 


496586 


1947.P21.gz43_253730 


F 


M00054566D:G08 


UC2-ColonMetLiver 


3615 


515707 


1947,G22.gz43_253737 


F 


M00054553D:E09 


UC2-ColonMetLiver 


3616 


552092 


1959.F03.gz43_2538l6 


F 


M00054631D.C02 


UC2-ColbnMetLiver 


3617 


.549210 


1959.M04.gz43. 253839 


F 


M00054640B:C05 


: UC2-ColonMetLiver 


3618 


555923 


1959D08.gz43_253894 


F 


M00054629C:G06 


UC2-ColonMctLiver . 


3619 


461 


1959.P08.gz43_253906 


F 


M00054644B:F02 


UC2-ColonMetLiver 


3620 


551975 


1959.D19.gz43^254070 


F 


M00054630B-.A06 


UC2-CdlonMetLiver 


3621 


549516 


1959,N22.gz43_.254l28 


F 


M00054642D:F11 


UC2-ColonMctLiver 


3622 


555949 


1959.K24.gz43 254157 


F 


M00054638D.F02 


UC2-ColonMetLiver 


3623 


193991 


1960.L03.gz43 .254206 


F 


M00054661A-.B03 


UC2-ColonMctLivcr 


3624 


561590 


1960.I07.gz43 254267 


F - ; . 


M00054656C:E10 


UC2-ColonMetLiver 


3625 


450867 


1960.C12.gz43_254341 


F 


M00054648C:H10 


UC2-ColonMetLiver 


3626 


264575 


1960.N14.gz43_254384 


F 


M00054664D:A01 


UC2-ColonMetLiver : 


3627 


502683 


1960.B23.gz43_254516 


F 


M00054647D-.H02 


UC2-ColonMetLiver 


3628 


452662 


1960.E24.gz43 254535 


F 


M00054651D.D02 


UC2-Co}onMetLiver 


3629 


551269 


1969.F03.'gz43_254584 


F 


M00054674B:B03 


UC2-ColoTiMctLivcr 


3630 


579481 


1969.C07.gz43_254645 


F 


M00054671A:H07 


UC2-ColonMetLiver 


3631 


450624 


1969.Al0.gz43. 254691 


F 


M00054668A:D01 


UC2-ColonMetLiver 


3632 


415326 


1969.Nll.gz43 254720 


F 


M00054685D:D09 


UC2-ColonMetLiver 


3633 


573733 


1969.C24:gz43_254917 


F 


M00054671D:A12 


UC2-ColonMetLiver 


3634 


551659 


1983.D01.gz43_254934 


F 


M00054811D.F01 


UC2-ColonMetLiver 


3635 


549816 


1983.E06.gz43 255015 


F 


M00054812D:H05 


UC2-ColonMetLiver 


3636 


557525 


1983. F09.gz43 255064 


F 


M00054814A-.F07 


UC2-ColonMetLiver 


3637 


447405 


1983.Kll.gz43_255101 


F 


M00054823B:E07 


UC2-ColonMetLivcr 


3638 


494471 


1983.C19.gz43 255221 


F 


M00054811B:H12 


UC2-ColonMetLiver 


3639 


456520 


1983.E19.gz43 255223 


F 


M00054813B:D11 


UC2-ColonMetLiver 


3640 


533520 


1984.N02.gz43 255344 


F 


M00054848B:E02 


UC2-ColonMetLiver 


3641 


560984 


1984.P06.gz43 255410 


F 


M00054851B.E03 


UC2-ColonMetLiver 


3642 


562302 


1984.G07.gz43. 2554 17 


F 


M00054839D:F08 


UC2-ColonMetLiver 


3643 


554196 


1984.A12:gz43_255491 


F 


M00054831A:E11 


UC2-ColoiiMctLivcr 


3644 


. 557703 


1984.G21.gz43_255641 


F 


M00054840D.B03 


UC2-ColonMetLiver 


3645 


562243 


1994.E15.gz43 255927 


' F 


M00054877A:F01 


UC2-ColonMetLiver 


3646 


559531 


1994.A19.gz43_ 255987 


F 


M00054872A.II10 


UC2-ColonMetLiver 


3647 


447483 


1994F22.gz43_256040 


F 


M00054878B:G03 


UC2-ColonMctLivcr 


3648 


549391 


1994.K24.gz43.256077 


F 


M00054885C:G06 


UC2-ColonMetLiver 


3649 


550204 


1995.C02.gz43. 256101 


F' 


M00054893D.F07 


IJC2-ColonMetLiver 


3650 


554604 


1995.K02.gz43_256109 


F 


M00054904A-.F07 


UC2-ColonMetLiver 


3651 


558326 


1995.N02.gz43_256112 


; f 


M00054908D.A07 


UC2-ColonMetLiver 


3652 


557218 


1995.A03.gz43 256115 


F 


M00054891D:H05 


UC2-ColonMetLiver 


3653 


562152 


1995 :C03.gz43_256 117 


F 


M00054893D:G09 


UC2-ColonMctLivcr 


3654 


562679 


l995.F03.gz43 256120 


F 


M00054897C:F03 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


3655 


543855 


1995.G03.gz43_256121 


F 


M00054898D:H12 


UC2-CoIonMetLiver 


3656 


555701 


1995.J03.gz43_256124 


F 


M00054903A.G07 


UC2-CoIonMetLiver 


3657 


549376 


1995,K03.gz43_256125 


F 


M00054904A:H10 


UC2-ColonMetLiver 


3658 


522220 


I995.M03.gz43 256127 


F 


M00054908A:F10 


UC2-ColonMetLiver 


3659 


550710 


1995.O03.gz43_256129 


F 


M00054922A:C11 


UC2-GplonMetLiver 


3660 


562672 


1995.E04.gz43_256135 


F 


M00054896B.E09 


UC2-ColonMetLiver 


3661 


559088 


1995.I04.gz43 256139 


F 


M00054901CA04 


UC2-ColonMetLiver 


3662 


447858 


1995.D05.gz43. 256150 


F 


M00054895B:D09 


UC2-GolonMetLiver 


3663 


492256 


1995.L05.gz43 256158 


F 


M00054906DD06 


UC2-ColonMetLiver 


3664 


550047 


I995.B06.gz43_256164 


F 


M00054893A.F08 


UC2-ColonMetHver 


3665 


562579 


1995.P06.gz43_256178 


F 


M00054923DA08 


UC2-ColonMetLiver 


3666 


556804 


1995.F07.gz43 256184 


F 


M0()()54897D:E()8 


UC2-ColonMetLiver 


3667 


553102 


1995. 107 gz43_256 187 


F 


M00054901C:G01 


UC2-ColonMctLiver 


3668 


5591 18 


1995.P07.gz43_256194 


F 


M00054923D.D04 


UC2-ColonMetLiver 


3669 


559554 


1995 F108.gz43_256202 


F 


M00054900B:D12 


; UC2-CoIonMetLiver 


3670 


510309 


1995.K08.gz43_256205 


F 


M00054904C:B06 


UC2-GolonMetLivef 


3671 


562492 


I995.N08.gz43_256208 


F 


M00054910A:H12 


UC2-CoIonMetLiver 


3672 


553975 


1995.O08.gz43 256209 


F 


M00054922B A08 


UC2-ColonMetLiver 


3673 


561525 


l995.N09.gz43_256224 


F 


M00054910BF07 


UG2-ColonMetLiver 


3674 


150839 


1995.O09.gz43_256225 


F 


M00054922B:A10 


UC2-ColonMetLiver 


3675 


451049 


1995.E10.gz43 256231 


F 


M00054896C:F01 


UC2-CoIonMetLiver 


3676 


560668 


1995.H10.gz43 .256234 


•f: 


M00054900B.GI0 


UC2-ColonMetLiver 


3677 


555260 


1995.110.gz43_256235 


F 


M00O54901D:B0l 


UC2-GolonMetLiver 


3678 


555785 


1995J10.gz43_256236 


F 


M00054903C:F03 


UC2-ColonMetLiver 


.3679 


82864 


1995.Dll.gz43_256246 


F 


M00054895C:B07 


UC2-CoIonMetLiver 


3680 


559554 


1995.Hll.gz43 256250 


F 


M00054900C:B04 


UC2-ColonMetLiver 


3681 


556404 


1995.C12.gz43.2562<>r 


F 


M00054894C:B11 


UC2-GolonMetLiver 


3682 


516691 


1995 .Hl2.gz43_25 6266 


F 


M00054900C:C03 


UC2-ColonMetLiver 


3683 


556499 


I995.EI3.gz43 256279 


F 


M00054896D:C01 


UC2-Co/onMctLiver 


3684 


453715 


1995.F13.gz43_256280 


F 


M00054898A:G09 


UC2-ColonMetLiver 


3685 


556753 


1995H13.gz43_256282 


F 


M00054900CD08 


UC2-ColonMetLiver 


3686 


549847 


1995.J13.gz43 256284 


F 


M00054903C:G03 


UC2-ColonMetLiver 


3687 


549822 


1995,K13.gz43_256285 


F 


M00054904C.G09 


UC2-GolonMetLiver 


3688 


489001 


I995.L13.gz43_256286 


F 


M00054907B-.E07 


UC2-ColonMetLiver 


3689 


562989 


1995.P 1 3. gz43 256290 


F 


M00054924B.E10 


UC2-ColonMetLiver 


.3690 


; 555998 


1995.A14.gz43 .256291 


F 


M00054892C:G05 


UC2-ColonMetLiver 


3691 


562106 


i995.B14.gz43_256292 


F 


M00054893C.A06 


UC2-ColpnMetLiver 


3692 


557326 


1995.E14,gz43_256295 


F 


M00054896D:C11 


UC2-ColonMctLivcr 


3693 


,558935 


1995.J14.gz43_256300 


F 


M00054903C:G04 


UC2-ColonMetLiver 


3694 


, 399766 


l995.L14.gz43 256302 


F 


M00054907B:F01 


UC2-ColonMetLiver 


3695 


553976 


1995.0 14.gz43 256305 


F 


M00054922C.A11 


UC2ColonMetLiver 


3696 


554002 


1995.B15,gz43_256308 


F 


M00054893CA07 


UC2-CoionMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY r 


3697 


553691 


1995.P15.gz43 256322 


F 


M00054924B:F07 


UC2-ColonMetLiver 


3698 


556365 


1995.B16.gz43_256324 


F 


M00054893C:B02 


UC2-ColonMetLiver 


3699 


549228 


1995.D16.gz43_256326 


F 


M00054895D:B02 


UC2-ColonMetLiver 


3700 


•553534 


1995 G16gz43_256329 


F 


M00054899C:D11 


UC2-ColonMetLiver 


3701 


557004 


1995.H16.gz43 256330 


F 


M00054900D:F11 


UC2-ColonMetLiver 


3702 


555082 


1995,M17.gz43_25635l 


F 


M00054908C.A10 


UC2-GolonMetLiver 


3703: 


562714 


1995. P17.gz43_25 6354 


F 


M00054924D:E01 


UC2-ColonMetLiver 


3704 


552122 


1995 .D18.gz43 256358 


F 


M00054895D:C10 


UC2-ColonMetLiver 


3705 


411272 


1995.K18.gz43_ 256365 


■ Fv- 


M00054904D:F07 


UC2-ColonMetLiver 


3706 


454812 


1995.A19.gz43 256371 


F 


M00054892D:D06 


UC2-ColonMetLiver 


3707 


558177 


1995.Jt9.gz.43 256380 


F ■ 


M00054903D:G0l 


UC2-CoIonMetLiver 


3708 


556852 


1995.P19.gz43_256386 


F 


M00054925A:B08 


UC2-ColonMetLiver 


3709 


551463 


1995.B2().gz43_256388 


F 


M00054893C.E04 


UC2-ColonMetLiver 


3710 


55801 1 


1995.G20.gz43_256393 


F 


M00054899D:C11 


UC2-ColonMetLiver 


3711 


559088 


; 1995.H20.gz43._256394 


F 


M00054901A:B04 


UC2-ColonMetLiver 


3712 


595066 


1995.I20.gz43 256395 


F 


M00054902B:G02 


UC2-ColonMetLiver 


3713 


558868 


1995.K20.gz43 256397 


F 


M00054904D:G04 


UC2-ColonMetLiver 


3714 


458035 


1995.F2l.gz43_256408 


F 


M00054898B:D04 


UC2-ColonMctLiver 


3715 


555837 


1995H21.gz43_256410 


F 


M00054901A:F01 


UC2-ColonMetLiver 


3716 


452182 


1995.121 gz43_2564 11 


F 


M00054902CA12 


UC2-ColonMetLiver 


3717 


555967 


1995.J2l.gz43 256412 


F 


M00054903D:G10 


UC2-ColonMctLiver 


3718 


474163 


1995.B22.gz43_256420 


F 


M00054893G-.G06 


UC2.ColonMetLiver 


3719 


556169 


1995.H22.gz43 256426 


F 


M00054901A:H11 


UC2-ColonMetLiver 


3720 


558779 


1995 C23.gz43_256437 


F 


M00054895B A02 


UC2-ColonMetLiver 


3721 


555830 


1 995 .G23.gz43 256441 


F 


M00054899D:F07 


UC2-ColonMetLiver 


3722 


. 974 


1995 N23,gz43_256448 


F 


M00054921C:G0I 


UC2-CoIonMctLiver 


3723 


556632 


1995.B24.gz43 256452 


F 


M00054893D:D12 


UC2-CoIonMetLiver 


3724 


596809 


1995.C24.gz43 256453 


F 


M00054895BA08 


UC2-ColonMetLiver 


3725 


495365 


1995.N24.gz43_256464 


F 


M00054921C.G06 


UC2-ColonMetLiver 


3726 


447639 


1995.024.gz43_256465 


F 


M00054923A:H()2 


UC2-CoIonMetLiver 


3727 


418512 


1996.K02.gz43_256517 


F 


M00054938A:B08 


UC2-ColonMetLiver 


3728 


559728 


1996A04.gz43_256539 


F 


M00054925B:B01 


UC2-ColonMetLiver 


3729 


67060 


1996.P05.gz43 256570 


F 


M00054942C:B04 


UC2rColonMctLiver 


3730 


549171 


1996.E06.gz43_256575 


F 


M00054931C-.F10 


UC2-ColonMetLiver 


3731 


562550 


1996.O06.gz43 256585 


F 


M00054941C:G04 


UC2-ColonMetLiver 


3732 


552566 


1996.M08.gz43 256615 


F 


- M00054939D:E03 


UC2-ColonMetLiver 


3733 


473.512 


I996.B13.gz43_256684 


F 


M00054927C-.C03 


UC2-eolonMetLiver 


3734 


553535 


1996.N16.gz43_256744 


F 


M00054940D:E06 


UC2-ColpnMetLiver 


3735 


555739 


1996I18.gz43_256771 


F 


M00054936B:G02 


UC2-ColonMetLiver 


3736 


873 


1996.N18.gz43 256776 


F 


M00054941AA08 


UC2-ColonMetLiver 


3737 


549805 


1996 1 19 gz43 .256787 


F 


M00054936C:B08 


UC2-ColonMetLiver 


3738 


550782 .. 


1996.B20:gz43 256796 


F 


M00054928A:C1 1 


UC2-ColonMetLiver 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


: v- - 
LIBRARY 


3739 


562106 


i996.F20.gz43_256800 


F 


M00054933B:C02 


UC2-CoIonMetLiver 


3740 


481166 


1996.P20.gz43_2568I() 


F 


MO0O54943A:Hl 1 


UC2-ColonMetLiver 


3741 


447585 


1 996.12 l.gz43_2568 19 


F 


M00054936C:G03 


UC2-ColonMetLiver 


3742 


561878 


2005.K03.gz43_256919 


F 


M00054954A:F12 


UC2-ColonMetLiver 


3743 


554833 


2005.C07.gz43_256975 


F 


M00054945B:G09 


UC2-CoIonMctLiver 


3744 


126 


2Q05.J08.gz43_256998 


F 


M00054952D:A11 


UC2-ColonMetLiver 


3745 


496870 


2005.1 10.gz43_257()29 


F 


M00054952A:B12 


UC2-ColonMetLiver 


3746 


555526 


2O05.J12.gz43_257O62 


F 


M00054953B:D07 


UC2-ColonMctLivcr 


3747 


562053 


2005.A14.gz43_257085 


F 


M00054943D:F12 


UC2-CoIonMetLiver 


3748 


450524 


2006.B02.gz43_257278 


F 


M00054961CH07 


UC2-ColotiMctLiver 


3749 


557780 


2006.P02.gz43_257292 


F 


M00054974GA04 


UC2-ColonMetLiver 


3750 


456795 


2006. A03.gz43_25 7293 


■ F 


M00054960C:C03 


UC2-ColonMetLiver 


3751 


556954 


2006.E03.gz43_257297 


F 


M00054964A:F09 


UC2-ColonMctLivcr 


3752 


553021 


2006.G03.gz43_257299 


F 


M00054966A:C11 


UC2-ColonMctLiver 


3753 


494306. 


2006.H03.gz43_257300 


F 


M00054966D:H12 


UC2-ColonMctl,ivcr 


3754 


208278 


2006.103 .gz43_257301 


F 


M00054967D:F08 


UC2-ColonMetLiver 


3755 


504400 


2006.LO3.gz43_257304 


F 


M0()()5497()C.CO8 


UC2-Co!onMetLiver 


3756 


456203 


2006.H05.gz43_257332 


F 


M00054967A.D11 


UC2-ColonMetLiver 


3757 


599012 


2b06.C06.gz43_257343 


F 


M00054962C.D02 


UC2-ColonMctLivcr 


3758 


555394 


2006.D06.gz43_257344 


F 


M00054.963C:C08 


UC2-ColonMetLiver 


3759. 


593173 


2006.G06.gz43_257347 


F 


M00054966A:D09 


UC2-ColonMetLiver 


3760 


592941 


.2006.106 .gz43_257349 


F ' ! 


M00054968A:C11 


UC2-ColonMetLiver 


3761 


554379 


2006.K06.gz43_25735l 


F 


M00054969D:D04 


UC2-ColonMctLivcr 


3762 


555103 


2006O06.gz43_257355 


F 


M00054973B:A10 


UC2-ColonMetLiver 


3763 


556123 


2006.J08.gz43_257382 


F 


M00054969A:E05 


UC2-ColonMetLiver 


3764 


557421 


2006.B09.gz43 _257390 


F 


M00054961D:H08 


UC2-ColonMetLiver 


3765 


450932 


2006.K09.gz43_ 257399 


F 


M00054969D:G1 1 


UC2-ColonMetLiver 


3766 


553204 


2006.E10.gz43 257409 


F 


M00054964C:B07 


UC2-ColonMetLiver 


3767 


556126 


2006.G10.gz43. 2574 U 


F 


M00054966A-.G02 


UC2-ColonMetLiver 


3768 


554204 


2006.MlT.gz43_257433 


F 


M00054971C:C11 


UC2-ColonMetLiver 


3769 


556552 


2006.PU.gz43. 257436 


F 


M00054974D:C11 


UC2-ColonMetLiver 


3770 


554524 : 


2006.N12.gz43 257450 


F 


M00054972B:E06 


UC2-ColonMetLivcr 


3771 


559047 


2006.Pl2.gz43. 257452 


F 


M00054975A:C08 


UC2-ColonMetLiver 


3772 


554365 


2006.P15.gz43_,257500 


F 


M00054975B:B06 


UC2-ColonMetLiver 


3773 


556740 


2006.A17.gz43 257517 


F 


M00054961B.D07 


UC2-CoIonMctLiver 


3774 


531145 


2006.C17.gz43 257519 


F 


M00054963A:C12 


UC2-ColonMctLiver 


3775 


557883 


2006.F18.gz43_257538 


'' F 


M00054965C.C04 


UC2-ColonMetLiver 


3776 


.470386 


2006.K18:gz43 257543 


F 


M00054970A.G03 


UC2-ColonMetLiver 


3777 


596152 


2006.Ml8.gz43_257545 


F 


M00054971C.H06 


UC2-ColonMetLiver 


3778 


:•• 556552 


2006.J19.gz43. 257558 


F 


M00054969B:F12 


UC2-ColonMetLiver 


3779 


560696 


2006.C20.gz43_25.7567 


}F-; 


M00054963A:E02 


UC2-GolonMetLivcr 


3780 


218113 


2006.K20.gz43_257575 


F 


M00054970B:B02 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTEP 


•:J;^;.; ; -- ; ; 
SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY : 


3781 


557559 


2006.L20.gz43_257576 


F 


M00054971A.D04 


UC2-ColonMetLiver 


3782 


129715 


2006B22.gz43_257598 


F 


M00054962A:H07 


UC2-ColonMetLiver 


3783 


553976 


2006.C22.gz43 257599 


F 


M00054963A:G12 


UC2-ColonMetLiver 


3784 


561984 


2OO6.D22.gz43_25760O 


F 


M00054964A:B09 


UC2-ColohMetLivcr 


3785 


497938 


2006.G22.gz43 257603 


■ F ,- 


M00054966D:C05 


UC2 -ColonMetLi ver 


3786 


556951 


2006.J22.gz43. 257606 


F 


M00054969C:G09 


UC2-ColonMetLiver 


3787 


553983 


2006.N22,gz43_257610 


F 


M00054972DA10 


UC2-ColonMetLiver 


3788 


549579 


2006.P22.gz43 257612 


F 


M00054975C:D08 


UC2 -ColonMetLi ver 


3789 


: 555135 


2006. B23.gz43. 257614 


F 


M00054962B;A07 


UC2-CoIonMetLiver 


3790 


471257 


2006.C23.gz43 257615 


F 


M00054963A:H04 


UC2-ColonMetLiver 


3791 


557080 


2006. J23.gz43 257622 


F 


M00054969C:H05 


UC2-ColonMetLiver 


3792 


554643 


2006.M23 gz43_257625 


F 


M00054971D:F04 


UC2-ColonMetLiver ; 


3793 


558707 


2007.A01.gz43_257645 


F 


M00054975C:E02 


UC2-ColonMetLiver 


3794 


557420 


20()7.M02.gz43_257673 


F 


M00054993D:F04 


UC2-ColonMetLiver 


3795 


482509 


2007A03.gz43_257677 


F 


M00054975C:G06 


UC2-ColonMetLiver 


3796 


471827 


2007.J03.gz43_257686 


F 


M00054989B:C11 


UC2-ColonMetLiver 


3797 


556841 


2007,K03.gz43_257687 


F 


M00054991B:E11 


UC2-ColonMetLiver 


3798 


597957 


2007X03 .gz.43 257688 


F 


M00054992DC12 


UC2-ColonMetLiver 


3799 


556768 


2007.C04.gz43 257695 


F 


M00054978C:E07 


UC2-ColonMetLiver 


3800 


170450 


2007. F04gz43_25 7698 


F 


M00054983C.F05 


UC2-ColonMetLiver 


3801 


555593 


2007.104.gz43_257701 


F 


M06054987B:D06 


UC2-ColonMetLiver 


3802 


, 556839 


2007.J04.gz43 257702 


f ; 


M00054989B:E04 


UC2-ColonMetLiver 


3803 


551967 


2007. A05.gz43 257709 


F 


M00054976AA03 


UC2~ColonMetLiver 


3804 


550814 


2007.105 .p,z43 257717 


F 


MO0O54987B:GO5 


UC2-ColonMetLiver 


3805 


557811 


2007X05,gz43_257720 


F 


M00054992D:F06 


UC2-ColonMetLiver 


3806 


559580 


2007. J06.gz43_25 7734 


F 


M00054989C:C12 


UC2-ColonMetLiver 


3807 


554764 


2007.N06.gz43_257738 


F . 


M00054995B:G12 


UC2-CoIonMetLiver 


3808 


554395 


2007.P06 gz43_257740 


F 


M00054997D:E01 


UC2-ColonMetLiver 


3809 


555639 


2007.H07.gz43_257748 


F 


M00054986B:D07 


UC2-GbionMetLiver 


3810 


556561 


2007E08.gz43_257761 


F 


M00054981D.C06 


UC2-ColonMetLiver 


3811 


454463 : 


2007.108.gz43_257765 


F 


M00054987C.A1 1 


U.C2-ColonMetLiver 


3812 


454463 


2007.K08.gz43 .257767 


F 


M0005499ICE01 


UC2-ColonMetLiver 


3813 


562750 


2007.C09.gz43 257775 


F 


M00054978D:II09 


UC2-ColonMetLivcr 


3814 


560652 


2007.F09;gz43_257778 


F 


M00054983D.D05 


UC2-ColonMetLiver 


3815 


553615 


2007.I09.gz.43 257781 


F 


M00054987C.B12 


UC2-ColonMetLiver 


3816 


555512 


2007.F10.gz43 257794 


F 


M00054984A A05 


UC2-ColonMetLiver 


3817 


556598 


2007. 11 0.gz43_25 7797 


F 


MOO054987C:GO4 


UC2-ColonMetLiver 


3818 


552188 


2007J10.gz43_257798 


F 


M00054990A:F10 


UC2-ColonMetLiver 


3819 


558670 


20O7.All.gz43_257805 


F 


M00054976C A03 


UC2-ColonMetLiver 


3820' 


. 452682 


2007.Mll.gz43_2578I7 


F 


M00054994B:D11 


UC2-CoIonMetLiver 


3821 


.553915 


2007.Pll.gz43_257820 


F 


M00055000A;H10 


UC2-ColonMetLiver ' • 


3822 


550886 


2007.C12.gz43_257823 


F 


M00054979A.H1Q 


UC2-CoionMetLiver 



363 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


3823 


553787 


2007.H12.gz43_257828 


F 


M00054986CD08 


UC2-ColonMetLiver 


3824 


475624 


2007.Il2.gz43 257829 


F 


M00054987D-.D01 


UC2-ColonMetLiver 


3825 


554212 


2007.O12.gz43 257835 


F 


M00054997A:C02 


UC2-ColonMetLiver 


3826 


555883 


2007.P12.gz43_257836 


F 


M00055000B:B04 


UC2-ColonMetLiver 


3827 


458257 


2007.B13.gz43_257838 


F 


M00054977C:A09 


UC2-ColonMetLiver 


3828 


555197 


2007.D13.gz43 257840 


F 


M00054980D-H07 


UC2-CplonMetLiver 


3829 


553732 


2007.P13.gz43_257852 


F 


M00055000B.F02 


UC2-ColonMctLivcr 


3830 


556416 


2007.B14.gz43_257854 


F 


M00054977C:B08 


UC2-ColonMetLiver 


3831 


501056 


2007.BI5.gz43 257870 


F 


M00054977C:D08 


UC2-ColonMctLivcr 


3832 


552437 


2O07.E15.gz43_257873 


F 


M00054982C-.A02 


UC2-ColonMetLiver 


3833 


555658 


2007.L15.gz43_257880 


F 


M00054993B:H06 


UC2-ColonMetLiver 


3834 


476732 


2007.O15.gz43_257883 


'. F . 


M00054997A:G1 1 


UC2-ColonMctLivcr 


3835 


556690 


2007.Bl6.gz43 257886 


f ; 


M00054977C:D12 


UC2-ColonMetLiver 


3836 


557615 


2007.H16.gz43_257892 


"F 


M00054986D:D11 


UC2-ColonMetLiver 


3837 


543429 


2007.G17.gz43_257907 


F 


M00054985C:B12 


UC2-ColonMetLiver 


3838 


554793 


2007.H17.gz43_257908 


F 


M00054986D:E03 


UC2-ColonMetLiver 


3839 


556396 


2007.1 17.gz43 257909 


F 


M00054988C:B08 


UC2-ColonMetLiver 


3840 


556288 


2007J17.gz43_257910 


■ F 


M00054990C:A08 


UC2-ColbnMetLiver 


3841 


552055 


2007.L17.gz43_257912 


F 


M00054993C-.C10 


UC2-ColonMetLiver 


3842 


549516 


2007.P17.gz43 257916 


F 


M00055000C:F08 


UC2-CoIonMctLiver 


3843 


561112 


2007.B18.gz43_257918 


F 


M00054977C:F09 


UC2-ColonMetLiver 


3844 


557054 


2007.C18.gz43_257919 


F 


M00054979B:G12 


UC2-ColonMetLivcr 


3845 


483410 


2007.D18.gz43_257920 


F 


M00054981B.B09 


UC2-ColonMetLiver 


3846 


598589 


2007.G18.gz43 257923 


F 


M00054985C:D04 


UC2-ColonMctLivcr 


3847 


559096 


2007.O18.gz43 257931 


F 


M00054997B:F10 


UC2-ColonMctLivcr 


3848 


556759 


2007.1 19.gz43_257941 


F 


M00054988C.G02 


UC2-ColonMetLiver 


3849 


555277 


2007.K19.gz43_257943 


F 


M00054992A:C08 


UC2-ColonMctLivcr 


3850 


551694 


2007.B20.gz43_257950 


F 


M00054977D:B06 


UC2-ColonMetLiver 


3851 


562655 


2007.E20.gz43_257953 


F 


M00054983A:F08 


UC2-ColonMetLivcr 


3852 


559053 


2007.H20.gz43 _257956 


F 


M00054987A:A09 


UC2-ColonMetLiver 


3853 


556286 


2007.J20.gz43_257958 


F 


; M00054990D:A06 


UC2-CoIonMetLiver 


3854 


551798 


2007.K20.gz43 257959 


F 


M00054992A:DI 1 


UC2-ColonMetLivcr 


3855 


549214 


2007.N20.gz43_257962 


F 


M00054996A:D10 


UC2-ColonMetLiver 


3856 


467293 


2007.D21.gz43_257968 


F 


M00054981B:H12 


UC2-ColonMetLiver 


3857 


503452 


2007.J21.gz43 257974 


F 


M00054990D:F04 


UC2-ColonMetLiver 


3858 


556019 


2007.L22.gz43_257992 


F 


M00054993C:G12 


UC2-ColonMetLiver 


3859 


560748 


2007.G23.gz43_258003 


F 


M00054985D:E03 


UC2-ColonMetLiver 


3860 


562323 


2007.L23.gz43_258008 


F 


M00054993C;H05 


! UC2-ColonMetLiver 


3861 


2284 


2007. A24.gz43 258013 


F 


M00054976D:F06 


UC2-ColonMetLiver 


3862 


481243 


2007.D24.gz43_258016 


F 


M00054981C:A11 


UC2-ColonMetLiver 


3863 


555958 


2007.N24.gz43_ 258026 


F 


M00054996B:C1 1 


UC2-ColoriMetLiver 


3864 


560984 


2007.O24.gz43 258027 


: f 


M00054997C:H03 


UC2-ColonMetLiver 
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Table2 



ID 

X1YY 
CHKJ 


LLUSTEF 


SbQ iNAMb 


. IN 1 


CLUNb ID 


LIBRARY 


3865 


555967 


2008.N01.gz43_258044 


F 


M00055016D:C07 


UC2-CoIonMetLiver 


3866 


556488 


2008.P01.gz43 258046 


F 


M00055019B:BM 


UC2-ColonMetLiver 


3867 


553064 


2008 . A02.gz43_25 8047 


F 


M00055001A:B10 


UC2-GolonMetLiver 


3868 


552006 


2008D02.gz43_258050 


F 


M00055005A:C07 


UC2-GolonMetLiver 


3869 


559676 


2008. E02.gz43 25805 1 


F 


M00055006A:D01 


UC2-ColonMetLiver 


3870 


557308 


2008.J02.g7.43 258056 


F 


M00055011B:F09 


UC2-ColonMetLiver 


3871 


549723 


2008N02.gz43_258060 


F 


M00055016D:C11 


UC2-ColonMetLiver 


3872 


549912 


2008 B03.gz43 258064 


F 


M00055002B:E07 


UC2-ColonMetLiver 


3873 


551444 


2008.G03.gz43 258069 


F 


M00055008C:F09 


UC2-ColonMetLiver 


3874 


557240; 


2008. P03.gz43_25 8078 


F 


M00055019B:H10 


UC2-ColonMetLiver 


3875 


559011 


2008.C04.gz43 258081 


F 


M00055003C:E08 


UC2-ColonMetLiver 


3876 


555701 


2008.D04.gz43 258082 


F 


M00055005A:E02 


UC2-CoIonMetLiver 


3877 


556115 


2008 . P04.gz43_25 8094 


F 


M00055019C:C01 


UC2-ColonMetLiver 


3878 


556042 


2O08.BO5.gz43_258096 


F 


M00055002B:G03 


UC2-ColonMetLiver 


3879 


558212 


, 2008. E05.gz43 258099 


F 


M00055006B:A09 


UC2-ColonMetLiver 


3880 


554932 


2008 G05.gz43_258 101 


F 


M00055008C:H10 


UC2-CoIonMetLiver 


3881 


548858- 


2008. J05.gz43 258104 


F 


M00055011C.E04 


UC2-ColonMetLiver 


3882 


605117 


2008.L05.gz43_258106 


F 


M00055014B:E08 


UC2-ColonMetLiver 


3883 


560525 


2008.M05.gz43 258107 




MO0055015D:C09 


UC2-ColonMetLiver 


3884 


597780 


2008. 106.gz43_258 119 


F ' 


M000550I0CCI0 


UC2-ColonMetLiver 


3885 


411113 


2008.N06.gz43_258124 


F 


M00055017A:A11 


UC2-C61onMetLiver 


3886 


552674 


2008. E07.gz43_258 131 


F 


M00055006B:C08 


UC2-ColonMetLiver 


3887 


495942 


2008.007 gz43 .258 141 


' F 


M00055018C:C06 


UC2-ColonMetLiver 


3888 


34381 


2008.F08.gz43 258148 


F 


M00055007C:D01 


UC2-ColonMetLiver 


3889 


549195 


2008.H08.gz43_258150 


F 


M00055009C.F06 


UC2-ColonMetLiver 


3890 


554084 


2008.L08.gz43_258154 


F 


M00055014C:F05 


UC2-CoionMetLiver 


3891 


557121 


2008.P08.gz43 258158 


F 


M00055019C:G06 


UC2-ColonMetLiver 


3892 


554693 


2008.A09.gz43_258159 


F 


M0005500IA:G05 


UC2-ColonMetLiver 


3893 


134237 


20()8.C09.gz43 258161 


F 


M00055003D:F09 


UC2-ColonMetLiver . 


3894 


594994 


2008.H09.gz43_258166 


F 


M00055009C:F07 


UC2rColonMetLiver 


3895 


555371 


2008IO9.gz43_258167 


F 


M00055010D:A02 


UC2-ColonMetLiver 


3896 


347057 


2008.E10.gz43_258I79 


F 


M00055006B:E05 


UC2-ColonMetLiver 


3897 


558378 


2008,H10.gz43_258182 


F 


M00055009D:D12 


UC2-ColonMetLiver 


3898 


497086 


2008.K10.gz43 258185 


! F 


M00055013B:B07 


UC2-ColonMetLiver 


3899 


554379 


2008.Bll.gz43 258192 


F 


M00055002D:A07 


UC2-ColonMetLiver 


3900 


451118 


2008. L 11. gz43_25 8202 


F 


M00055014D:AH 


UC2-ColonMetLiver 


3901 


557059 


2008. Ml l.gz43_zjoZUJ 


r 


MUUUjjUI jJJ.OUj 


T TP 9 _Pr»1r»n1V/fetT ivpr 

Uvf _ V^C)HjILLV1CHJ-«1 VCl 


3902 


604179 


2008 OlLgz43_258205 


F 


M00055018D.D01 


UC2-ColonMetLiver 


3903 


556487 


2008. Pll.gz43_25 8206 


F 


M00055019D:B02 


UC2-ColonMetLiver 


3904 


562550 


2008.B12.gz43_258208 


F 


M00055002D:E04 


, UC2-ColonMetLiver 


3905 


556530 


2008;L12.gz43_258218 


F . . 


M00055015A.C08 


UC2-ColonMetLiver 


3906 


524897 


20Q8.O12.gz43__258221 


F 


M00055018D:E05 


UC2-ColonMetLiver 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


3907 


480960 


2008.F13.gz43 258228 


F 


M00055007D:D11 


UC2-ColonMetLiver 


3908 


560563 


2008G13.gz43_258229 


F 


M00055008D.F05 


yC2-ColonMetLiver 


3909 


555512 


2008.I13.gz43 258231 


F 


M00055010D.D08 


UC2-ColonMetLiver 


3910 


; 143218 


2008.LI3.gz43_258234 


F 


M00055015A:E04 


UC2-ColonMetLiver 


3911 


- 556616 


2008.N13.gz43 258236 


F 


M00055017C:C12 


UC2-ColonMetI aver 


3912 


552613 


2008.A14.gz43 258239 


F 


M00055001B:H05 


UC2-ColonMetLiver 


3913 


555658 


2008.1 14.gz43 258247 


F 


M00055010D:E08 


UC2-CoIonMetLiver 


3914 


516018 


2008.K14.gz43_258249 


F 


M00055013B:H01 


UC2-ColpnMetLiver 


3915 


604859 


2008.M14.gz43 258251 


F 


M00055016A:E04 


UC2-ColonMetLiver 


3916 


553967 


2008.A15.gz43_258255 


F 


M00Q55001C:A11 


UC2-ColonMetLiver 


3917 


600021 


2008.1 15 : gz43_258263 


F 


M00055010D.F1 1 


UC2-ColonMetLiver 


3918 


437580 


2008.B16.gz43 258272 


F ' 


M00055003A:DH 


UC2-ColonMetLiver 


3919 


556616 


2008DI6.gz43_258274 


F ; 


M00055005C:G04 


UC2-ColonMetLiver 


3920 


551268 


2008.O16.gz43 258285 


F 


M00055018D:H03 


UC2-ColonMetLiver 


3921 


335714 


2008.Al7.gz43_258287 


F 


M0005500IC.C10 


UC2-ColonMetLiver 


3922 


460445 


2008.D17.gz43 258290 


F 


M00055005D:B08 


UC2-ColonMetLiver 


3923 


362109 


2008.11 7gz43_25 8295 


F 


M0005501TA:B1I 


UC2-ColonMetLiver 


3924. 


556320 


2008.J17.gz43 258296 


F" 


M000550I2B:A10 


UC2-ColonMetLiver 


3925 


931 


2008.Ll.7.gz43_258298 


F 


M00055015B:A04 


UC2-Col6iiMetLiver 


3926 


494300 


2008.M17.gz43_258299 




M00055016B.E02 


UC2-ColonMetLiver 


3927 


453908 


2008.N17.gz43_258300 


F 


M00055017D.D05 


UC2-ColonMetLiver 


3928 


549690 


2008.A18.gz43_258303 


F 


M0()055001C:G()7 


UC2-ColonMetLiver 


3929 


555949 


2008.B18.gz43 258304 


F 


M00055003A:G04 


UC2-ColonMetLiver 


3930 


555289 


2008.D18,gz43_258306 


; F 


M00055005D:C11 


UC2-ColonMetLiver 


3931 


550497 


2008.F18.gz43 258308 


F 


M00055008B:E08 


UC2-ColonMetLiver 


3932 


559464 


2008.I18.gz43 258311 


■■F - 


M00055011A:C06 


UC2-ColonMetLiver 


3933 


601219 


2008.B19.gz43_258320 


F '. 


M00O55OO3A:HOl 


UC2-ColonMetLiver 


3934 


522762 


2008.F19.gz43_258324 


F 


M000'55008B:F03 


UC2-ColonMetLiver 


3935 


558530 


2008. F20.gz43 258340 


F 


M00055008B:F04 


UC2-ColonMetLiver 


3936 


551656 


2008. H20.gz43_25 8342 


F 


M00055010A:H05 


UC2-ColonMetLiver 


3937 


554245 


2008.N20.gz43 258348 


F 


M00055017D:E08 


UC2-ColonMetLiver 


3938 


562142 


2008P20:gz43_258350 


F 


M00055020A.G1 1 


UC2-ColonMetLiver 


3939 


555639 


2008.B2l.gz43 258352 


F 


M00055003B:E07 


UC2-ColonMetLiver 


3940 


; 388688 


2008.12 l.gz43 258359 


F 


M00055011A:F06 


UC2-CoIonMetLiver 


3941 


476438 


2008. J21.gz43__25 8360 


F 


M00055012B:H12 


UC2-ColonMetLiver : 


3942 


■ 560097 


2008.L21.gz43 258362 


F 


M00055015B:E09 


UC2-ColonMetLiver 


3943 


. 557308 


2008.M2l,gz43_258363 


F 


M00055016C:G04 


UC2-ColonMetLiver 


3944. 


553523 


2008. D22.gz43 258370 


F 


M00055005D:G04 


UC2-ColonMetLiver 


3945 


460169 


2008.H22.gz43_258374 


F 


M00055010B.A06 


UC2-ColonMetLiver 


3946 


558744 


2008.B23.gz43 258384 


F 


M00055003B.G11 


UC2-ColonMetLiver 


394.7 


. 495984 


2008.123.gz43_258391 


; ;F.- 


M00Q55011A:G12 


UC2-ColonMetLiver 


13948 


497513 


: 2008.H24:gz43_258406 


F 


M00055010B:C11 


UC2-ColonMetLiver 



166 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


3949 


557910 


20I7.B02.gz43_258434 


F 


M00055020D.G06 


UC2-ColonMetLiver 


3950 


557603 


2017.102.gz43_258441 


F 


M00055029C:D05 


UC2-ColonMetLiver 


3951 


523495 


2017.M03.gz43_258461 


F 


M00055034B:G04 


UC2-ColonMetLiver 


3952 


390017 


2017.H04.gz43_25'8472 


F 


M00055028C-.D05 


UC2-ColonMetLiver 


3953 


610986 


2017.B05.gz43_258482 


F 


M00055021A:F08 


UC2-ColonMetLiver 


3954 


551884 


2017.E05.gz43_258485 


F 


M00055024D:E09 


UC2-ColonMetLiver 


3955 


559447 


2017.K06.gz43 258501 


F 


M00055024D:F07 


UC2-ColonMetLiver 


3956 


322123 


20 17.F06.gz43 .258502 


F 


M00055026A.G08 


UC2-ColonMetLivcr 


3957 


556258 


2017.H06.gz43 .258504 


F 


M00055028D:A08 


UC2-ColonMctLivcr 


3958 


561279 


2017K06.gz43_258507 


F 


M00055032B:D08 


UC2-ColonMetLiver 


3959 


550815 


2017.E07.gz43_258517 


F 


M60055024D:G09 


UC2-ColbhMetLiver 


3960 


561935 


2017.D08.gz43_258532 


F 


M00055023C.G1 1 


UC2-ColonMetLiver 


3961 


557733 


2017.J08.gz43 258538 


F 


M00055031B.E05 


UC2-ColonMetLiver 


3962 


556852 


2017.N09.gz43_258558 


F 


M00055035D.E07 


UC2-ColonMetLiver 


3963 


557049 


2017.pi0.gz43_258564 


F 


M60055023D:G02 


UC2-ColonMetLiver 


"3964 


560250 


2017.E10.gz43 258565 


F 


M00055025A.D11 


UC2-ColonMetLiver 


3965 


560294 


20l7.H10.gz43_258568 


F 


M00055028D:E10 


UC2-ColbnMetLiver 


3966 


481930 


2017.Dll.gz43_258580 


F 


M00055024A:B04 


UC2-ColonMetLiver 


3967 


550986 


20l7.Fll.gz43 258581 


F 


M00055025B:A03 


UC2-ColonMetLiver 


3968 


560621 


2017Hll.gz43_258584 


F 


M00055029A:A02 


UC2-ColonMetLiver 


3969 


549599 


2017.11 l.gz43_258585 


F 


M00055030B:E03 


UC2-ColonMetLiver 


3970 


558004 


2017.Jll.gz43_258586 


F 


M00055031B-.H08 


UC2-ColonMctLivcr 


3971 


562590 


2017.L12.gz43 .258604 


F 


M00055033B:H01 


UC2-ColonMetLiver 


3972 


558755 


2017N12.gz43_258606 


F 


M00055035D:F09 


UC2-ColonMctLiver 


3973 


556458 


2017.M13 gz43_258621 


F : 


M00055034D:A10 


UC2-ColonMetLiver 


3974 


450059 


2017.B14.gz43_258626 


F 


M00055021B:G09 


UC2-ColonMetLivcr 


3975 


557353 


2017.C14.gz43 258627 


F 


M00055022C:B12 


UC2-ColonMctLiver 


3976 


560898 


2017.D14.gz43_258628 


F 


M00055024AG07 


UC2-ColonMetLiver 


3977 


461850 


2017.U4.gz43 .258633 


F 


M00055030B:H07 


UC2-ColonMetLiver 


3978 


552848 


2017J14.gz43_258634 


F 


M00055031C:B11 


UC2-ColonMctLivcr 


3979 


552891 


2017.F16.gz43_258662 


F 


M00055026C:E07 


UC2-ColonMetLiver 


3980 


454483 


2017.G16.gz43,_258663 


F 


M00055027D:E08 


UC2-ColonMetLiver 


3981 


508671 


2017.pi8.gz43_258692 


F 


M00055024B.E02 


UC2-ColonMetLiver 


3982 


.456183 


2017.N18.gz43_258702 


F 


M00055036A.H10 


UC2-ColonMetLiver , 


3983 


557578 


20I7.O18.gz43_258703 


F 


M00055037C.D01 


UC2-ColonMetLiver 


3984 


561868 


2017.D19.gz43 258708 


F 


M00055024B:E03 


UC2-ColonMctLiver 


3985 


556856 


2017.F19.gz43_258710 


F 


M00055026D:E12 


UC2-ColonMctLiver 


3986 


557010 


2017.L19.gz43_258716 


■F' 


M00055033D:D03 


UC2-ColonMetLiver 


3987 


529356 


2017.D21.gz43_258740 


F 


M00055024B:E06 


UC2-ColonMetLiver 


3988 


557883 


2()17.L21.gz43_258748 


F 


M00055()33D:G01 


UC2-ColonMetLiver 


3989 


549114 


2017;B22.gz43_258754 


F 


M00055021D:F06 


UC2-CoIonMetLiver 


3990 


556933 


2()17:D22.gz43 258756 


F 


M00055024B:F02 


UC2-Col6nMetLivcr 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


■■ ' ' /V:'- 

SEQ NAME' 


ORIE 
NT 


CLONE ID 


LIBRARY 


3991 


494314 


2017F22.gz43_258758 


F 


M00055027A:E04 


UC2-ColonMetLiver 


3992 


408586 


2017.M22.gz43_258765 


F 


M00055035B.D1 1 


UC2-ColonMetLiver 


3993 


460078 


2017.L23.gz43_258780 


F 


M00055034A.G01 


UC2-CoIonMetLiver 


3994 


561836 


2017.N23.gz43_258782 


F 


M00055036B:H02 


UC2-ColonMetLiver 


3995 


558185 


2043.D03.gz43 259228 


F 


M00055222D:B11 


UC2-ColonMetLiver 


3996 


550632 


2043.F03.gz43_259230 


F 


M00055225C:E08 


UC2-ColonMetLiver 


3997 


551677 


2043.J03.gz43 259234 


F 


M00055230A:H01 


UC2-ColonMetLiver 


.3998 


451720 


2043 .N03.gz43 259238 


F 


M00055236C:E05 


UC2-ColonMetLiver 


3999 


559447 


2043X05 gz43_259268 


F 


M00055233C:F09 


UC2-ColonMctLivcr 


4000 


558230 


2043.P05.gz43 259272 


F 


M00055239B.C05 


UC2-ColonMetLiver 


4001 


554627 


2043.A06.gz43_259273 


F 


M00055219B.B04 


UC2-CoIonMctLivcr 


4002 


558422 


2043.N06.gz43_259286 


F 


M00055236D:E04 


UC2-ColonMetLiver 


4003 


558679 


2043. G08.gz43 259311 


; F 


M00055226C:H05 


UC2-CoIonMetLiver 


4004 


491240 


2043.F09.gz43_259326 


• F' / 


M00055225D:G11 


UC2-ColonMctLiver 


4005 


550815 


2043.H09.gz43_259328 


F 


M00055227C-.D02 


UC2-ColonMetLiver 


4006 


481362 


2043.P10.gz43 259352 


F 


M00055239C:F08 


UC2-ColonMctLivcr 


4007 


467710 


2043.Cll.gz43_259355 


F 


M00055221D:H08 


UC2-ColonMetLiver 


4008 


557965 


2043.B12.gz43 259370 


F 


M00055220D:G07 


UC2-ColonMetLiver 


4009 


380127 


2043.C12.gz43_259371 


F 


: M00055222A.A06 


UC2-ColonMetLiver 


4010 


37428 1 


2043.M12.gz43 259381 


F 


M00055235B:C01 


UC2-ColonMetLivcr 


4011 


464067 


2043.C13.gz43_259387 


F 


M00055222A:C08 


UC2-ColonMetLivcr 


4012 


552521 


2043.D13.gz43_259388 


F 


M00055223B.C04 


UC2-ColonMetLiver 


4013 


552019 


2043.P13.gz43 259400 


F 


M00055239D:C01 


UC2-ColonMetLiver 


4014 


. 556790 


2043.A14.gz43_259401 


F 


M00055219C:C10 


UC2-ColonMetLiyer 


4015 


557411 


2043.KI4.gz43 .25941 1 


F 


M00055232C:D04 


UC2-ColonMetLiver 


4016 


378459 


2043.L15.gz43 259428 


F 


M00055233D:G11 


UC2-ColonMetLiver 


4017 


550571 


2043 II16.gz43_259440 


F 


M00055227D:E07 


UC2-ColonMetLiver 


4018 


557676 


2043.PI6.gz43_259448 


F 


M00055239D.G04 


UC2-ColonMetLiver 


4019 


558652 


2043.A17.gz43_259449 


F 


M00055219C:H06 


UC2-ColonMetLiver 


4020 


559053 


2043.117.gz43_259457 


: F 


M00055229C:D01 


UC2-ColonMetLiver 


4021 


552086 


2043.C18.gz43 259467 


F 


M00055222B:A01 


UC2-ColonMetLiver 


4022 


552430 


2043.L18.gz43_259476 


F 


M00055234A:G12 


UC2-ColonMetLiver 


4023 


5623 17 


2043. P19.gz43 259496 


F 


M00055240A.B07 


UC2-ColonMetLiver • 


4024 


543540 


2043.122.gz43_259537 


F 


M00055229D:D07 


UC2-ColonMctLivcr 


4025 


489275 


2043.F23.gz43_259550 


F 


M00055226C:A11 


UC2-ColonMetLivcr 


4026 


450193 


2043.M23.gz43 .259557 


F 


M00055236B:C07 


UC2-ColdnMetLiver 


4027 


557656 


2043.023 gz43_259559 


F 


M00055238D.D10 


UC2-ColonMetLiver 


4028 


559764 


2043.D24.gz43 259564 


F 


M00055223D:H03 


UC2-ColonMetLiver 


4029 


560717 


2043.E24.gz43_259565 


F 


M00055225B:H01 


UC2-ColpnMetLiver 


4030 


552249 


2043.P24.gz43_259576 


F 


M00055240B:E12 


UC2-ColonMetLiver 


4031 


556829 


2044.G02.gz43_259603 


f ■•: 


M00055248D:B12 


* UC2-ColonMetLiver : 


4032 


558093 


2044.A03.gz43_259613 


F 


M00055240C:A03 


UC2-ColonMctLiver 
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Table 2 : Z^K^l^M^ 



SEQ 
ID 
NO 


CLUSTER 


V SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


4033 


616134 


2044B03.gz43_259614 


, F 


M00055241D:F10 


UC2-Co)onMetLiver 


4034 


558355 


2044.E03.gz43 259617 


F 


M00055245D:A04 


UC2-ColonMetLiver 


4035 


558785 


2044.J03 gz43_259622 


F ; 


M00055252B:D07 


UC2-ColonMetLiver 


4036 


607430 


2044.F04.gz43_259634 


• F ; " 


M00055247B:A11 


UC2-ColonMctl.ivor 


4037 


558512 


2044.L04.gz43 259640 


F 


M00055255B:F05 


UC2-ColonMctLiver 


4038 


488574 


2044.N04.gz43_259642 


F 


M00055257D:A11 


UC2-ColpnMetLiver 


4039 


558098 


2044.P04.gz43 259644 


F 


M00055260B;A05 


; UC2-ColpnMetLiver 


4040 


557389 : 


2044F05.gz43_259650 


F- 


M00055247C:B01 


UC2-ColonMctLivcr 


4041 


557928 


2044.K05.gz43 .259655 


F 


M00055254A:E02 


UC2-ColonMetLiver 


4042 


551305 


2044.E06.gz43 _259665 


F 


M00055245D.D01 


UC2-ColonMetLiver 


4043 


504415 


2044.H06.gz43 J259668 


' F 


M00055250BA05 


UC2-ColonMetLiver 


4044 


549052 


2044.106.gz43_259669 


F 


M00055251C:D01 


UC2-ColonMctLiver 


4045 


138927 


2044.O06.gz43_259675 


F 


M0b055259A:G06 


UC2-ColonMetLiver 


4046 


554246 


2044 N07.gz43_259690 


F 


M00055257D:E02 


UC2-ColonMetLiver 


4047 


159419 


2044.J08.gz43 259702 


' F ;•: 


M00055252C:E02 


UC2-ColonMctLiver 


4048 


460049 


2044P08.gz43_259708 


F 


M00055260B:H06 


UC2-ColonMetLiver 


4049 


560317 


2044D09.gz43_259712 


F 


M00055244D:C07 


UC2-ColonMetLiver 


4050 


560317 


2044:E09.gz43 259713 


F 


M00055246A:C01 


UC2-ColonMctLivcr 


4051 


552357 


2044.H09.gz43_259716 


F 


M00055250B:G09 


UC2-ColonMetLiver 


4052 


560144 


2044P09.gz43_259724 


F 


M00055260CA11 


UC2-ColonMetLiver 


4053 


560669 


2044.E10 gz43_259729 


F 


M00055246A:E10 


UC2-ColonMetLiver 


4054 


423884 


2044.Nl0.gz43_259738 


F 


M00055258A:C07 


UC2-ColonMetLiver 


4055 


523732 


2044.11 l.gz43 259749 


F 


M00055251C.H07 


UC2-ColonMetLiver 


4056 


493359 


2044.KU.gz43 .259751 


F . 


M00055254CA06 


UC2-ColonMetLiver 


4057 


560204 


2044.E14.gz43_259793; 


F 


M00055246B.C04 


UC2-ColoriMctLivcr 


4058 


558461 


2044.F14 gz43_259794 


F 


M00055248A:F10 


UC2-ColonMetLiver 


4059 


447380 


2044.J14.gz43 259798 


F 


M00055252D:C10 


UC2-ColonMetLiver 


4060 


558559 


2044.01 4.gz43 259803 


F 


M00055259B:G11 


UC2-ColonMetLiver 


4061 


450025 


2044.A15.gz43_259805 


F 


M00055241A.C06 


r UC2-ColonMetLiver 


4062 


484086 


2044.E15:gz43_259809 


F 


M00055246B:D10 


UC2-ColonMetLiver 


4063 


558861 


2044.KI5.gz43 259815 


f 


M00055254D.B10 


UC2-ColonMetLiver 


4064 


486787 


2044.C16.gz43 259823 


F 


M00055243D:C06 


UC2-ColonMetLiver 


4065 


562256 


2044.L16.gz43_259832 


=- F 


M00055256A:D12 


UC2-ColpnMetLiver 


4066 


561579 


2044.E17.gz43_259841 


F 


M00055246C:F08 


UC2-CoIonMetLiver 


4067 


' 560205 


2044.J17.gz43 259846 


F 


M00055253A:C07 


UC2-ColonMetLiver 


4068 


558134 


2044.M17.gz43_259849 


F 


M00055257B:B10 


UC2-CoIonMetLiver 


4069 


488143 


2044.H18.gz43_259860 


F 


M00055251A:B09 


UC2-ColonMetLiver 


4070 


500737 


2044.1 18 :gz43_259861 


F 


M00055251D:H11 


UC2-ColonMetLiver 


4071 


238121 


2044C2Q.gz43_259887 


F 


M00055244A:C06 


UC2-ColonMetLiver 


4072 


-629002 


2044 D20.gz43_259888 


F 


M00055245B.H01 


UC2-CpIonMetLiver 


4073 


562256 


2044.L21.gz43 .259912 


F 


M00055256B.C07 


UC2-ColonMetLiver 


4074 


541784 


2044.J322.gz43_259918 


F 


M00055242D:E02 


UC2-ColonMetLiver 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORJE 
NT 


CLONE ID 


LIBRARY 


4075 


560507 


2044.D22.gz43 259920 


F 


M00055245C:D04 


UC2-ColonMetLiver 


4076 


555340 


2044.F22gz43_259922 


F 


M00055248C:B11 


UC2-ColonMetLiver 


4077 


560059 


2044.G22.gz43 259923 


F 


M00055249C:BI2 


UC2-ColonMetLiver 


4078 


494130 


2044.K24.gz43 259959 


F 


M00055255A:F11 


UC2-ColonMetLiver 


4079 


557928 


2044.L24.gz43 259960 


F 


M00055256B:G05 


UC2-ColonMetLiver 


4080 


559321 


2053.K01.gz43 259984 


F 


M00055272D:E04 


UC2-ColonMetLiver 


4081 


34381' 


2053.E02.gz43_259994 


F 


M00055265A:G0I 


UC2-ColonMetLiver 


4082 


556447 


2053.H02.gz43 259997 


F 


M00055268B:D12 


UC2-ColonMetLiver 


4083 


555564 


2053.E03.gz43 260010 


F 


M00055265A.G07 


,UC2-ColonMetLiver 


4084 


558360 


2053.M03.gz43_260018 


F 


M00055275B:H06 


(JC'2-ColonMctLivor 


4085 


558120 


2053.B05.gz43 260039 


F 


M00055262BA11 


UC2-ColooMetLiver 


4086 


511276 


2053.D05.gz43 260041 


F 


M00055264AF03 


UC2-ColonMetLiver 


4087 


550074 


2053.F05.gz43_260043 


F 


M00055266B.C12 


UC2-ColonMetLiver 


4088 


558867 


2053.L05.gz43 260049 


F 


M00055274C:C06 


UC2-ColonMetLiver 


4089 


555564 


2053.N05.gz43 260051 


F 


M00055277DA02 


UC2-ColonMetLiver 


4090 


551798 


2053.005 gz43 260052 


F 


M00055279A:E03 


UC2-ColonMetLiver 


4091 


556019 


2053:D08.gz43_260089 


F 


M00055264B:E06 


UC2-ColonMetLiver 


4092 


480960 


2053.O09.gz43 2601 16 


F 


M00055279B.D02 


UC2-ColonMetLiver 


4093 


478087 


2053.CI0.gz43 260120 


F 


M00055263C:D02 


UC2-ColonMetLiver 


4094 


450507 


2053.D10.gz43_260121 


F 


M00055264BH12 


UC2-ColonMetLiver 


4095 


512721 


2053.E10.gz43_260122 


F 


M00055265C :A04 


UC2-CoionMetLiver 


4096 


558052 


2053. Bll.gz43_260 135 


F 


M00055262C:B08 


UC2-CoIonMetLiver 


4097 


550863 


2053.A12.gz43_260150 


F 


M00055261B.G12 


UC2-ColonMetLiver 


4098 


560957 ' 


2053.L12.gz43_260161 


F 


M00055274DA11 


UC2-ColonMetLiver 


4099 


560621 


2053.M12.gz43 260162 


F, 


M00055275D:E12 


UC2-ColonMetLiver 


4100 


450242 


2053. C13.gz43_260 168 


F 


M00055263C:F10 


UC2-CoionMetLiver 


4101 


446557 


2053. B14.gz43_260 183 


F 


M00055262C:F05 


UC2-ColonMetLiver 


4102 


560678 


2053.E14.gz43_260186 


F : 


M00055265C.E01 


UC2-ColonMetLiver 


4103 


557561 


. 2053 F I4.gz43_260 187. 


F 


M00055266D:C09 


UC2-ColonMetLiver 


4104 


505858 


2O53.C15.gz43_260200 


F 


M00055263C:G09 


UC2-ColonMetLiver 


4105 


557561 


2053.E15.gz43 260202 


F 


M00055265C:F01 


UC2-ColonMetLiver 


4106 


448450 


2053. H 15 gz43_ 260205 


F 


M00055268D:G09 


UC2-ColonMetLiver 


4107 


475578 


2053.115.gz43_260206 


F 


M00055270D:B05 


UC2-ColonMetLiver 


4108 


• 549052 


2053.L15.gz43_260209 


F 


M00055274D:B10 


UC2-ColonMetLiver 


4109 


,562871 


2053.MI5.gz43_260210 


: f 


M00055275D:H08 


UC2-ColonMetLiver 


4110 


558263 


2053.L18.gz43_260257 


F 


M00055274D.C10 


UC2-ColonMetLiver 


4111 


560538 


2053.O18.gz43_260260 


F 


M00055280A:C09 


UC2-ColonMetLiver 


4112 


554000 


2053 Cl9.gz43_260264 


F 


M00055263D.C03 


UC2-ColonMetLiver 


4113 


128962 


2053A20.gz43_260278 


F 


M00055261D.D09 


UC2-ColonMetLiver 


4114 


560278 


2053.M20.gz43_260290 


F 


M00055276B:C09 


UC2-ColonMetLiver 


4115 


420892 


2053.F21.gz43_260299 


■ ¥ 


M00055267A:D0l 


UC2-ColonMetLiver 


4116 


558513 


2053.P21 gz43_260309 


?■ F 


M00055281A:F08 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


4117 


511847 


2053.F22.gz43 260315 


F 


M00055267A:G1 1 


UC2-ColonMetLiver 


4118 


481958 


2053.P22.gz43. 260325 


F 


M00055281B:D04 


UC2-ColonMetLiver 


4119 


561666 


2053.F24.gz43 260347 


. F 


M00055267B:B06 


UC2-ColonMetLiver 


4120 


553665 


2053.I24.gz43 260350 


F 


M00055271B:C01 


UC2-ColonMetLiver 


4121 


643513 


l669.A01.gz43 J60687 


F 


M00055651C:F07 


UC2-NormColon 


4122 


641658 


1669.J01.gz43 260696 


F 


M00055663AH10 


UC2~NormColon 


4123 


639752 


1669.M01.gz43 260699 


F 


M00055667B:C08 


UC2-NormCoion 


4124 


518569 


1 669. P01.gz43 260702 


F 


M00055671A.H03 


UC2~NormColon 


4125 


642068 


1669 N02.gz43 260716 


F 


M00055668C.A04 


UC2-NormColon 


4126 


639743 


1669.O02.gz43 260717 


F 


M00055669D:B08 


UC2-NormColon 


4127 


642230 


1669.P03.gz43_260734 


f 


M00055671BB02 


UC2-NormColon 


4128 


447585 


1669.I04.gz43 260743 


F 


M00055662B:F11 


UG2-NormColon 


4129 


640078 


' 1 669.J04.gz43_ 260744 


F 


M00055663B.E02 


UC2-NormColon 


4130 


647333 


(669.B06.gz.43 260768 


F 


M00055653B:C03 


UC2-NormColon 


4131 


472226 


1669.C06.gz.43 260769 


F 


M00055654B:G09 


UC2-NormColon 


4132 


455778 


l669;H06.gz43_ 260774 


F 


M00055661B:E07 


UC2-NormColon 


4133 


523875 


1 669. 107.gz43 260791 


F 


M00055662C:C11 


UC2-NormColon 


4134 


658271 


I669.107.gz43 260792 


F 


M00055663C:D05 


UC2-NormCoion 


4135 


465104 


1669.K07.gz43 260793 


F 


M00055665B:B10 


UC2-NormColon 


4136 


648352* 


1 669.O07.gz43 260797 


F ' 


M0005567()A:B04 


UC2-NormColpn 


4137 


641469 


1669.C08.gz43_260801 


F 


M00055654C.A05 


UC2-NormColon 


4138 


450883 


1669.E08.gz43 260803 


F 


M00055657A:B04 


UC2-NormGolon 


4139 


638971 


1669.C09.gz43_260817 


F 


M00055654C.C10 


UC2-NormColon 


4140 


641379 


1 669. 109 gz43 260823 


F 


M00055662C:D12 


UC2-NormColon 


4141 


618998 


1669.A10.gz43 .260831 


F 


M00055652B:B11 


UC2-NormColon 


4142 


644971 


1669.B10.gz43 260832 


F 


M00055653B:G01 


UC2-NormColon 


4143 


556488 


1669.C10.gz43_260833 


F 


M00055654C:D03 


: UC2-NormColon 


4144 


452687 


1669.G10.gz43_260837 


F 


M00055660A.A06 


UC2-NormColon 


4145 


643909 


1669.J10.gz43 260840 


F 


M00055663D:B05 


UC2-NormCoIon 


4146 


646894 


1669.M10.gz.43 260843 


F 


M00055667C:F07 


UC2-NormColon 


4147 


556750 


1669.N10.gz43_260844 


F 


M00055668D:E11 


UC2-NormColon 


4148 


640259 


1669.Bll.gz43_260848 


F 


M00055653B.G11 


UC2-NormColon 


4149 


643804 


1669.01 1. gz43 260850 


F 


M0()055656A:E09 


UC2-NormCoIon 


4150 


97909 


1669.Fll.gz43_260852 


F 


M00055659A:A08 


UC2-NormColon 


4151 


503275 


1669.Gll.gz43_260853 


F 


M00055660A:C05 


UC2-NonnColon 


4152 


640678 : 


. 1669.Lll.gz43_260858 


F 


M00055666B:E06 


UC2-NormColon 


4153 


406734 


1669A12.gz43_260863 . 


F 


M00055652B:F12 


UC2-NormColon 


4154 


643563 


1669.G12.gz43_260869 


F 


M00055660A:C08 


> UC2-NormColon 


4155 


658447 


1669.H12.gz43_260870 


F 


M00055661C:E11 


UC2-NormColon . 


4156 


446188 


1669 I12.gz43_26087l 


F 


M00055662C:H06 


UC2-NormColon 


4157 


603857 


1669.L12.gz43_26087.4 


F 


M00055666C:CU 


UC2-NormColon 


4158 


561894 


1669M12.gz43^260875 


F 


M00055667D:B01 


UG2-NormColon 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME ; 


QRIE 
NT 


' ' : ' ■■ ' ''''' 
CLONE ID 


LIBRARY 


4159 


639596 


1669:115. gz43J609 19 


F 


M00055662D:A09 


; . UC2-NormCoIon 


4160 


589483 


1669.G17.gz43 260949 


F 


M0005566()B:H02 


UC2-NormColon 


4161 


639665 


1669.1 17gz43_260951 


F 


M00055662D:B07 


UC2-NormColon 


4162 


641683 


1669.01 7gz43_260957 


F 


M0005567()D:F()2 


UC2-NormColon 


.4163 


642111 


1669.C18.gz43 260961 


F 


M00055655AA09 


UC2-NormColon 


4164 


640179 


1669.K18.gz43_260969 


F 


M00055665D:F11 


UC2-NormColon 


4165 


648352 


1669.N18.gz43_260972 


F 


M00055669B:G02 


UC2-NormColon 


4166 


640018 


1669.l20.gz43 260999 


F 


M()()()55662D:E05 


UC2-NormColon 


4167 


642332 


1669.L20.gz43 261002 


F 


M00055667A:B12 


UC2-NormCoIon 


4168 


639706 


1669.F21.gz43_26J012 


F 


M00055659C:B10 


UC2-NormCol'on 


4169 


642411 


1669.C22.gz43_ 261025 


F 


M00055655B:B08 


UC2-NormColon 


4170 


641091 


1669.I22.gz43 261031 


F 


M00055663A.B02 


UC2-NormColon 


4171 


463312 


1669B23.gz43_261040 


F 


M00055653D:H02 


UC2-NormColon 


4172 


45656) 


1669.L23.gz43_26105() 


F 


M00055667A:H10 


UC2-NormColon 


4173 


649631 


1669.A24.gz43 261055 


F 


M00055653A.G08 


UC2-NormCplon 


4174 


639674 


1669.F24.gz43_261060 


F 


M00055659C:D06 


UC2-NormColon 


4175 


640261 


1 669.124 gz43 261063 


F 


M00055663A:G04 


UC2-NormColon 


4176 


640889 


1670.N03.gz43 261116 


F • 


M00055691B:E07 


UC2-NormColon 


4177 


426366 


1670.D05.gz43_261138 


F 


M00055676D:H07 


UC2-NormColon 


4178 


643594 


1670.L05.gz43_26II46 


F 


M00055687C:FOI 


• UC2-NormColon 


4179 


446675 


1670.M05.gz43 261147 


F 


M00055689B:F04 


UC2-NormColon 


4180 


640645 


1670.H06.gz43_261158 


F 


M00055683B:D10 


UC2rNormColon : 


4181 


'645909 


1 670. J06.gz43_26 1160 


F 


M00055685B.E12 


UC2-NormColon 


4182 


551287 


1670.K06.gz43 261161 




M00055686B:D03 


UC2-NormColon 


4183 


646638 


l670.N06.gz43 261164 


F 


M00055691C.E02 


UC2-NormColon 


4184 


639805 


1670.B07.gz43_261168 


F 


M00055673i):C01 


UC2-NormColon 


4185 


640092 


1670.A08.gz43_261183 


F 


M00055672D:F06 


UC2-NormColon 


4186 


634122 


l670.M08.gz43 261195 


F 


M00055689C:B03 


UC2-NormCoIon 


4187 


641618 


1670.G09:gz43_261205 


F 


M00055682C:D06 


UC2-NonnColon 


4188 


641287 


1670.L09.gz43 261210 


F 


M00055688AA02 


UC2-NormColon 


4189 


557625 


1670.H10.gz43_261222 


F 


M00055683CA03 


UC2-NormColon 


4190 


599838 


1670.110.gz43_261223 


F 


M00055684B:D06 


UC2-NormColon 


,4191 


634122 


1 670. M10.gz43_26 1227 


F 


M00055689C:C03 


UC2-NormCplon 


4192 


641726 


l670.Kl2.gz43 261257 


F 


M00055686D.E04 


UC2-NormColbn 


4193 


649921 


1670.L12.gz43_261258 


F 


M00055688A:E04 


UC2-NormColon 


4194 


645431: 


1670.P12.gz43_26.1262 


F 


M00055695D:E01 


UC2-NormColon 


4195 


641728 


1670.K13.gz43 261273 


F 


M00055686D:E10 


UC2-NormCoIon 


4196 


502609 


1670N13.gz43_261276 


F 


M00055691D:E04 


UC2-NormColon 


4197 


650673 


1670.Cl4.gz43.26 1281 


F 


M00055675D:E04 


UC2-NormColon 


4198 


644699 


1670H14.gz43_261286 


F 


M00055683C:D11 


UC2-NormColon 


4199 


645146 


l67()A16.gz43 261311 


E 


M00055673BA04 


UC2-NormColon 


4200 


647427 


1670:E17.gz43_261331 


F 


M00055680B:H04 


UC2-NonnColon 



Table 2 



SEQ 
ID 
NO 


CLUSTEF 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


4201 


553921 


1 670.11 17.gz43_26 1334 


F 


M00055683C:H11 


UC2-NormColon 


4202 


639469 


1670.A18.gz43 261343 


F 


M00055673B.B08 


UC2-NormColon 


4203 


359500 


1670.F18.gz43_261348 


\ F 


M00055681D:F1J 


UC2-NormColon 


4204 


649558 


1670.J 1 8. gz43_ 261352 


F 


M00055685D:B06 


UC2-NormColon 


4205 


561920 


1670.N18.gz43 261356 


f 


M00055692A.E05 


UC2-NormColon 


4206 


446242 


1 670.C20.gz43 261377 


F 


M00055676B:D05 


UC2-NormCoIon 


4207 


645968 


1670 B21.gz43_26 1392 


F 


M()()055674C:E05 


, UC2-NormCoIon 


4208 


637966 


1670.F22.gz43 261412 


F 


M00055682A:B07 


UG2-NormGolon 


4209 


640826 


1670.M22.gz43 261419 


F ' 


M00055691A:D08 


UC2-NormColon : 


4210 


642321 


1670.D23.gz43 261426 


F 


M00055679B:E03 


UC2-NormColon 


4211 


601137 


1670.123 gz43_26 1431 


F 


M00055685A:E10 


UC2-NormColon 


4212 


416808 


1670E24.gz43_261443 


F 


M00055681A:F02 


UC2-NormColon 


4213 


647856 


1670.l24.gz43 261447 


F 


M00055685AF02 


UC2-NormColon 


4214 


■554564 


1670.K24.gz43 261449 


F 


M00055687C.B04 


UG2-NormColon 


4215 


561422 


167 1. 107 ; gz43 261559 


■ V ■■ 


M00055711B.B08 


UC2-NormColon 


4216 


642288 


1 67 l.P()7.gz43 261566 


F 


M00055721B:D08 


UC2-NormColon 


4217 


642062 


1671. E08.gz43 261571 


F 


M00055704A.D09 


UC2-NormGolon 


4218 


463368 


1671. K08.gz.43 261577 


V 


M60055715A:D10 


UC2-NormCoIon • 


4219 


646028 


1671.D09.gz43 261586 


F 


M00055702C:D01 


: UC2-NormCoion 


4220 


478192 


1671.M09.gz43_261595 


F 


M0P055718A:F01 


UC2-NormColon 


4221 


640947 


1671.D10.gz43 261602 


F 


M00055702C:F1 1 


: UC2-NormColon 


4222 


463548 


1 67 l.GI().gz43 261605 


F 


M00055706B-.HI2 


UC2-NormColon 


4223 


640282 


1671.Mlbgz43_261611 


F 


M00055718A:H05 


UC2-NormColon 


4224 


41141 


1671.Bll.gz43 261616 


. F 


M00055699C:D02 


UC2-NormColon 


4225* 


463368 


1671.11 l.gz43_26 1 623 


F 


M00055711CA07 


UC2-NormColon ; 


4226 


558086 


1671.Jll .gz43 261624 


. F 


M00055713GF12 


UC2-NormColon 


4227 


560546 


!671.C12.gz43_261633 


F 


M00055701A.B04 


UC2-NormColon 


4228 


551415 


1671.E12.gz43 261635 


F 


M00055704B:C04 


UC2-NormColon 


4229 


557710 


I671.NI2.gz.43 261644 


F 


M00055719A:D11 


UC2-NormColon 


4230 


649429 


1671.G14.gz43_261669 


■%F' 


M06055707A:B07 


UC2-NormColon 


4231 


451401 


1671.L14.gz43 261674 


• F 


M00055717BA03 


UC2-NormColoii 


4232 


642039 


167I.C17.gz43 261713 


F 


M00055701B.C03 


UC2-NormColGn 


4233 


471268 


167I.F17.gz43 261716 


F 


M00055705C-.F12 


UC2-NormColon 


4234 


417259 


1671.H17 gz43 261718 


F 


M00055709D:G10 


UC2-NormColon 


4235 


421826 


167 l.L17.gz43_26 1722 


F 


M00055717B.E04 


UC2-NormColori 


4236 


465589 


1671.M17.gz43_261723 


'.■''■F--' 


M00055718B:H11 


UC2-NormC61bn 


4237 


645505 


1671.N17.gz43_261724 


: F r- 


M00055719A:G04 


UC2-NormColon 


4238 


510195 


1671.N 1 8. gz43 261740 


F 


M00055719A:G12 


UC2-NormColon 


4239 


492094 


1671.P18.gz43_261742 


F : 


M00055722AB05 


' UC2-NormColon - 


.4240 


453006 


1 67 l.G20.gz.43 261765 


F 


M00055707AF11 


: yC2-NormCplon 


4241 


600115 


167 l,P21.gz43_26 1790 


F 


M00055722A:C04 


UC2-NormColon 


4242 


641700 


1671H22.gz43_261798 


F 


M00055710B:E04 


'\ r UC2rNormColon 



SEQ 
ID 
NO 


CLUSTER 


■'■ ■ ' .' 

SEQ NAME 


OR1E 

NT 


CLONE ID 


LIBRARY 


4243 


466265 


1671.O22.gz43_261805 


F 


M00055721A:A07 


UC2-NormColon 


4244 


553985 


1 67 l.B23.gz43 261808 


F 


M00055700B:E10 


UC2-NormColon 


4245 


536415 


1671.L23.gz43 261818 


F 


M00055717C:B07 


UC2-NormColon 


4246 


640282 


167 l.N23..gz43_26 1820 


F 


M00055719C:A09 


,UC2-NormColon 


4247 


498194 


1672.A01.gz43 261841 


" F 


M00055722B:A01 


UC2-NormGolon 


4248 


641305, 


1672.E02.gz43_261861 


' F 


M00055725A:F12 


UC2-NormColon . 


4249 


641070 


1672.H02.gz43_261864 


F 


M00055727D:G01 


. UC2-NormColon 


4250 


556326 


. 1672.B03.gz43 261874 


; F 


M00055723A:B08 


UC2-NormColon 


4251 


522497 


1672.C03.gz43 261875 


F . 


M00055723D.C04 


UC2-NormColon 


4252 


557833 


1 672. E03.gz43 261877 


' .F. ; 


M00055725A:G07 


UC2-NormColon 


4253 


647688 


1672.B04.gz43 261890 


F 


M00055723A:C04 


UC2-NormCo|on 


4254 


416377 


1672.M04.gz43 261901 


F 


M00055733D:H01 


UC2-NormColon 


4255 


643897 


1672.004 gz43>261903 


F 


M00055736B:C08 


UC2-NormColon 


4256 


645171 


1672.A06.gz43 261921 


F 


M00055722B:G12 


UC2-NormColon 


4257 


649106 


1672.C06.gz43 261923 


• F , 


M00055723D.E05 


UC2-NormCoIon 


4258 


454383 


1672.K06.gz43 261931 


F 


M00055731C:F09 


UC2-NormColon 


4259 


649360 


1672.B07.gz43 261938 


F 


M00055723A.F04 


• UC2-NormColon 


4260 


639458 


1672.K08:gz43 261963 


F 


M00055731C:II07 


: : UC2-NormColon 


.4261 


642078 


1672.Bll.gz43 262002 


F 


M00055723B:A09 


UC2-NormColon 


4262 


642631 


1672.Lll.gz43_ 262012 


F 


M00055733A.G04 


UC2-NormColon 


4263 


650303 


1672.A12.gz43_262017 


F 


M00055722C.E11 


UC2-NormColon 


4264 


284586 


1672.C12.gz43 262019 


F 


M00055724A.C12 


UC2-NormColon 


4265 


642535 


1672.G12.gz43 262023 


F 


M00055727B:F10 


UC2-NormColon 


4266 


642491 


1672.Al3.gz43_262033 


F 


M00055722C:F11 


UC2-NormColon 


4267 


100821 


l672:P13.gz43 262048 


F 


M00055738B:H11 


UC2-NormCo!on 


.4268 


641056 


1672.AI4.gz43 262049 


F 


M00055722D.A07 


UC2-NormGoIon 


4269 


642197 


1672.B14.gz43 .262050 


F 


M00055723B:C03 


UC2-NormColon 


4270 


801 


l672.E14.gz43 262053 


F 


M00055725D:B02 


UC2-NormGolon 


4271 


449956 


1672.N14.gz43 262062 


F : 


M00055735C:G08 


• UC2-NormColon 


4272 


645018 


1672.C15.gz43 262067 


F 


M00055724A:E03 


UC2-NormColon 


4273 


640879 


1672.K15.gz43 262075 


F 


M00055731D:F09 


UG2-NormColon 


4274 


642263 


1672.01 5 gz43 262079 


F. 


M00055736D-D1 1 


UC2-NormCplon 


4275 


647906 


1672.P15.gz43 262080 


F 


M00055738C:C02 


UC2-NormColpn 


4276 


559776 


1672.Gl6.gz43_262087 


F 


M00055727GB02 


UC2-NormColon 


4277 


647060 


1672.H16.gz43 262088 


F 


M00055728B:G11 


UC2-NormColon 


4278 


642315 


1672.116.gz43_262089 


F 


M00055729C:D11 


UC2-NormColon 


4279 


504501 


. I672.L16.gz43 262092 


F 


M00055733B:F11 


UC2-NormColon 


4280 


460967 


l672.A17.gz43 262097 


F 


M00055722D.B10 


UC2-NormColon 


4281 


504568 


1672.C17 gz43_262099 


F 


M00055724AG08 


UC2-NormColon 


4282 


559828 


1672D17.gz43_262100j 


F 


M00055724D.A02 


UC2-NormColon 


4283 


•455113 


1672.H17.gz43_262104 


F 


M00055728C:B08 


UC2-NormColon 


4284 


477064 


1672.I17.gz43 .262105 


F 


M00055729C:E02 


UC2-NormColon 



174 



Table 2 



SEQ 
IP 
NO 


CLUSTEF 


SEQ NAME 


ORIE 
NT 


CLONE ID . . . 


LIBRARY 


4285 


.1558 


l672.J17.gz43 262106 


F 


M00055731AG05 


UC2-NormColon 


4286 


419443 


l672.L17.gz43 _262108 


F 


M00055733B:H05 


UC2-NormColon 


4287 


546705 


1672.118 gz43_262121 


F 


M00055729D:A06 


UC2-NormColpn ; 


4288 


235397 


1672.J18.gz43_262122 


F 


M00055731AH07 


UC2-NormColon 


4289 


651085 


1672.K18.gz43_262123 


F 


M00055732A:B04 


UC2-NormColon 


4290 


502826 


1672;N18.gz43_262l26 


F 


M00055735P:C01 


UC2-NormColon 


4291 


544797 


1672.A19.gz43. 262129, 


F 


M00055722D:E05 


UC2-NormColon 


4292 


489426 


1672.B19.gz43 262130 


F 


M00055723C:B02 


UC2-NonnColon 


4293 


452212 


1672.E19.gz43._262 133 


F 


M00055725D:F05 


V UC2-NormColon . 


4294 


646609 


1672.M19.gz43 262141 


F 


M00055734D:D01 


UC2-NormColon 


4295 


"556336 


1672.N19.gz43_262142 


? F 


M00055735D:E10 


UC2-NormColon 


4296 


467822 


1672. C20.gz43_262 147 


F. 


M00055724B:D04 


UG2-NormColon 


4297 


650397 


1672L20.gz43_262156 


F 


M00055733C.H12 


UC2-NormColon 


4298 


37862 


1672. P20.gz43_262 160: 


F 


M00055738D:G08 


UC2-NormColon 


4299 


644609 


1672.12 1.gz43 262169 


F 


M00055729D.F05 


UC2-NormCoIon : 


4300 


561968 


1672.L21.gz43 262172 


F 


M00055733D:B11 


UC2-NormColon 


4301 


550049' 


1672.P21.gz43 .262 176 


F 


M00055739A:B02 


UG2-NormColon 


4302 


554708 


1672 H22.gz43_262 184 


-'. F r : 


M00055728D:F02 


UC2-NormCoIon 


4303 


608540 


1672.P22.gz43_262192 


F 


M00055739A:B04 


UC2-NormColon 


4304 


470769 


1672.A23.gz43_262193 


F 


M00055722D:G12 


; UC2-NormColon 


4305 


642722 


1672.C23.gz43_262195 


F 


M00055724B-.G03 


UC2-NormColon 


4306 


645151 


1672.L23.gz43 262204 


F • 


M00055733D.D04 


UG2-NormColon 


4307 


648265 


1672.N23.gz43 262206 


F 


M00055736A:B11 


UC2-NormColon 


4308 


489249 


1672.F24.gz43_262214 


F. 


M00055726D:II12 


• UC2-NormColon 


4309 


. 644173 


1682.H02.gz43_262248 


F 


M00055770A:G08 


); UC2-NormColon 


4310 


. 642417 


1682.L02.gz43_262252 


F 


M00055774DA05 


UC2-NormColon 


4311 


; 553877 


1682.M02.gz43_262253 


F 


M00055775C:B10 


UC2-NormColon 


4312 


530238 


1682.H03.gz43 262264 


F 


M00055770A:H11 


UC2-NormColon 


4313 


553380 


1682.L03.gz43_262268 


F 


M00055774D:B07 


UC2-NonnColon 


4314 


637387 


1682.E04.gz43_262277 


F 


M00055766B:E1 1 


UC2-NormColon 


4315 


634660 


1682.F04.gz43_262278 


F 


M00055767A.D10 


UC2-NormColon 


4316 


642791 


1682J04.gz43_262282 


F 


M00055772A.H08 


UC2-NormColon 


4317 


446163 


1682K04.gz43_262283 


F 


M00055773C.C09 


UC2-NormColon 


4318 


641056 


1682.M04.gz43_262285 


F 


M00055775C.E10 


UC2-NormColon 


4319 


550562 


1682.B05.gz43 262290 


F 


M00055763B:D07 


UC2-NormColon ; 


4320 


648320 


1682.A06.gz43 262305 


F 


M00055761D:C03 


, UC2-NormColon 


4321 


446757 


l682.H06.gz43_262312 


F 


M00055770B:D06 


UC2-NormColon 


4322 


454540 


■ 1682.K06.gz43_262315 


F 


M00055773C:H12 


yC2-NormColpn 


4323 


: 458979 


1682.L06.gz43_2623l6 


F 


M00055774D:E02 


UG2-NormColon. 


4324 


641 174 


1682.P06:gz43_262320 


F 


M00055780C.E02 


• UC2-.NormColon > 


4325 


642852 


1682.E08.gz43_26234l 


F 


M00055766B:H10 


UC2-NormColon 


4326 


488680 


1682.A09:gz43_262353 


F 


M00055761D:H08 


UC2-NormColon 



175 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


OR1E 
NT 


CLONE ID 


LIBRARY 


4327 


27083 


1682.K09.gz43_262363 


F 


M00055773D:G1 1 


UC2-NormColon 


4328 


524470 


I682.C10.gz43 262371 


F 


MO0O55765A.A04 


UC2-NormColon 


4329 


463951 


1682J10.gz43_262378 


F 


M00055772C.E11 


UC2-NormColon 


4330 


584179 


1682Cll.gz43_262387 


F 


M00055765A:B02 


UC2-NormColon 


4331 


642460 


1682.Dll.gz43 262388 


F 


M00055765D:E06 


UC2-NormColon 


4332 


448944 


1682.E1 l.gz43_262389 


F 


M0pb55766C:CU 


UC2-NormColon 


4333 


642082 


1682.Fll.gz43_262390 


F 


M00055767B:D02 


UC2-NormColon 


4334 


642095 


1682.Nll.gz43 262398 


F 


M00055778DA03 


UC2-NormColon 


4335 


'562876 


1682.H12.gz43_262408 


F ' 


M00055770C:HI 1 


UC2-NormColon 


4336 


453079 


1682 11 2 gz43. 262409 


' F 


M00055771C.A11 


UC2-NormColon 


4337 


101499 


1682.L12.gz43 262412 


F 


M00055775AG09 


UC2-NormColon 


4338 


639829 


1682,N12.gz43_262414 


F 


M00055778D:C03 


UC2-NormColon 


4339 


642332 


l682.PI2 gz43 262416 


F 


M00055780D:D09 


UC2-NormColon 


4340 


541499 


1682.G13.gz43J262423 


"'• F 


M00055768B:H12 


UC2-NormColon 


4341 


509410 


1682.113.gz43_262425 


F 


M00055771C:D09 


. UC2-NormColon ■ 


4342 


89082: 


1682.013 gz43_262431 


F 


M00055780A:C04 


UC2-NormColon 


4343 


453091 


1682.P13.gz43 262432 


F . 


M00055780D:F08 


UC2-NormColon '. 


4344 


639981 


1682A14.gz43_262433 


F 


M00055762B:B11 


UC2-NormColon 


4345 


642564 


1682 B14.gz43_ 262434 


F 


M00055763C:G08 


■ UC2-NormColon 


4346 


561558 


1682.0 14. gz43_262447 


F 


M00055780A:C06 


UC2-NormColon 


4347 


562870 


1682.B15 gz43_262450 


F 


M00055763D:B11 


UC2-NormColon 


4348 


462742 


1682D15.gz43_262452 


F 


M00055766A-A01 


UC2-NormColon 


4349 


451037 


1682.E15.gz43_262453 


F 


M00055766C:G12 


UC2-NormColon 


4350 


641563 


1682.J15.gz43 262458 


F 


M00055772D:C10 


UC2-NormColon 


4351 


643940 


1682.Al6.gz43_262465 


F 


M00055762C:B04 


UC2-NormColon 


4352 


642204 


1682 C16.gz43_262467 


F 


M00055765A-C11 


UC2-NormColon 


4353 


517912 


1682.J16.gz43 262474 


'•' vF . 


M00055772D:D03 


UC2-NormColon 


4354 


641576 


1682.pi7,gz43_262484 


F 


M00055766A:D08 


UG2-NormColon 


4355 


642082 


1682.F17.gz43_262486 


F 


M00055767D.A12 


UC2-NormColon 


4356 


450211 


1682.0 17gz43_262495 


F 


M00055780A:E11 


UC2-NormColon 


4357 


621636 


1682 : B18.gz43_262498 


F 


M00055764A:F02 


UC2-NormColon 


4358 


639232 


1682.D18.gz43 262500 


F 


M00055766A:E08 


UC2-NormCoIon 


4359 


450553 


I682.J18gz43_262506 


F 


M00055772D.F10 


UC2-NormColon 


4360 


647940 


1682.K18.gz43_262507 


F 


M00055774B:F07 


UC2-NormColon 


4361 


461835 


1682.M18.gz43 262509 


F 


■ M00055778AF09 


UC2-NormColon 


4362 


641496 


1682.018 gz43_2625 11 


F 


M00055780A:F07 


UC2-NoraiColon 


4363 


464510 


1682.HI9.gz43 262520 


F 


M00055770D:E10 


UC2-NormColon 


4364 


642564 


1682.M19gz43_262525 


F 


M00055778A:F12 


UC2-NormColon 


4365 


629002 


1682 C20 gz43 .262531 


F 


M00055765A:G02 


UC2-NormColon 


4366 


1093 


, 1682.D20.gz43_262532 


F 


M00055766AH03 


UC2-NormColon 


4367 


. 50351 


1682.E20 gz43_262533 


F 


M00055766D:D05 


UC2-NormColon 


4368 


642417 


1682.F20.gz43 1262534 


F 


M00055767D:E07 


UC2-NormColon 



Table 2 



SEQ 
ID 
1NU 


CLUSTER 


SEQ NAME 


OR1E 
- IN 1 


CLONE ID 


LIBRARY , 


4369 


466971 


1682J20.gz43_262538 


F 


M00055772D:H04 


UC2-NormColon 


4370 


641185 


1682.K20.gz43_262539 


F 


M00055774B:H01 


UC2-NormColon ; 


4371 


644240 


1682.L20.gz43 262540 


F 


M00055775B:G02 


UC2-NormColon 


4372 


509027 


1 682, M20.gz43 26254 1 


F 


M00055778A:G02 


UC2-NormColon 


4373 


546740 


1682.F21.gz43_262550 


. ." F 


M00055767D:F04 


UC2-NormColon 


4374 


559662 


1682.L21.gz43 262556 


F 


M00055775B:G04 


UC2-NormColon 


4375 


388688 


1682.B22 : gz43_262562 


F 


M00055764B:F05 


'■; UC2-NormColon 


4376 


555140 


1682.G22.gz43_262567 


F 


M00055768D:G02 


UC2-NormColon 


4377 


640617 


1682.K22.gz43 262571 


F 


M00055774C:D09 


UC2-NormColon 


4378 


447224 


I682.D23.gz43_262580 


F 


M00055766B:B01 


UC2-NormColon 


4379 


644765 


1682,B24.gz43_262594 


F 


M00055764C:C07 


UC2-NonriColon ; 


4380 


648996 


I682.F24.gz43_262598 


F 


M00055768A:B05 


. UC2-NormColon 


4381 


642036 


1682.124 .gz43_262601 


F 


M00055772A:C10 


UC2-NprmColon 


4382 


644914 


1682J24gz43_262602 


F 


M00055773B:A07 


UC2-NormColon 


4383 


458425 


1682.M24.gz43 262605 


F 


M00055778B:E01 


UC2-NormColon 


4384 


556476 


1682.N24.gz43_262606 


F 


M00055779BT06 


UC2TNormCoion 


4385 


672601 


1 683. E()l.gz43 262613 


F 


M00055785D:C06 


UC2-NormColon 


4386 


463290 


1683.H01.gz43_262616 


"F 


M00055789C.F10 


UC2-NormColon 


4387 


675768 


1683.D03.gz43_262644 


F ■ ■ 


M00055784C:H02 


UC2-NorniColon 


4388 


642146 


1683.1 103 .gz43_262648 


F 


M00055789D:B04 


UC2-NdrmColon 


4389 


648905 


1683.F04.gz43_262662 


F 


M00055787B:F10 


UC2-NormColon 


4390 


467306 


1683.104.gz43 262665 


F 


M00055790D:G10 


UC2-NormColon 


4391 


497971 


1683.C05.gz43_262675 


F 


M00055783D.B02 


UC2-NormColon 


4392 


645508 


: 1683.N05.gz43_262686 


F 


M00()55795D:EO9 


UC2-NormColon 


4393 


644047 


1683.O05.gz43_262687 


F 


M00055796B:G05 


UC2-NormCoion 


4394 


554117 


1683.K06.gz43 262699 


F 


M00055793A.H09 


UC2-NormColon 


4395 


641919 


1683.K08.gz43_262731 


F 


M00055793B:B06 


UC2-NormColon 


4396 


605761 


1683.L08.gz43 262732 


F 


M00055794A:D08 


UC2-NormColon 


4397 


549434 


1683 D09.gz43_262740 


F 


M00055785A.H08 


UC2-NprmColon 


4398 


446595 


1683 M09.gz43_262749 


F 


M00055795A:F09 


UC2-NormColon 


4399 


643350 


1683.Fld.gz43_262758 


F 


M00055787C:D09 


UC2-NormCoIon 


4400 


454485 


1683.Ml0.gz43_262765 


F 


M00055795A:F12 


UC2-NormColon 


4401 


647639 


1 683.0 10.gz43 262767 


F 


M00055796C:E11 


UC2-NormColon 


4402 


510545 


1683.11 l.gz43_262777 


F 


M00055791B.E02 


UC2-NormColon 


4403 


.77144 


1683.Nll.gz43 262782 


F 


; M00055795P:H08 


UC2-NormColon 


4404 


140909 


'l683.C12.gz43_262787 


F 


M00055784A:B07 


UC2-NormColon 


4405 


650076 


1683.D12.gz43 262788 


F 


M00055785B.B06 


UC2-NormColon 


4406 


449836 


1683.F12.gz43_262790 


F 


M00055787C:E12 


UC2-NormColon 


4407 


642184 


:i683.B14.gz43_262818 


F 


M00055783A.C06 


UC2-NormColon 


4408 


638962 


1683.H14.gz43_262824 


F 


M00055790B:A08 


UC2-NormColon 


4409 


641700 


1683.M15.gz43 262845 


F 


M00055795B:F09 


UC2-NormColon 


4410 


'437580 


1683.NI5.gz43_262846 


F 


M00055796A:A08 


UC2-NormCo!on 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


. SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


4411 


456626 


1683.Cl6.gz43_26285i 


F 


M00055784A:D05 


UC2-NormColon 


4412 


553979 


1683 6l6.gz43_262863 


F 


M00055796D:E06 


UC2-NonnColon 


4413 


640525 


1683.0 17.gz43_262879 


F 


M00055796D:E10 


UC2-NotmColon . 


4414 


553546 


1683.H18.gz43_262888 


F 


M00055790BD05 


"UC2-NormColon 


4415 


643230 


1683.AI9.gz43 262897 


F 


M00055782B:C08 


UC2-NormColon 


4416 


523590 


1683.B20 gz43_262914 


F 


M00055783B:A04 


UC2-NormColon 


4417 


388085 


I683.M20.gz43_262925 


'i F 


M00055795C:B10 


UC2-NormColon 


4418 


457396 


1683.L21.gz43_262940 


F 


M00055794C:D10 


• UC2-NormColpn 


4419 


417617 


1683.023.gz43_262975 


F 


M00055797B:A1 1 


. UC2-NormColon 


4420 


463821 


1684.G01.gz43 262999 


F 


M00055804D.F02 


UC2-NormColon 


4421 


448787 


I684.M01.gz43 263005 


F 


M00055811C:A01 


UC2-NormColon 


4422 


'32812 


1684. 103. g/43 263033 


F 


M00055807A:B10 


UC2-NormCplon 


4423 


418340 


1684.A04.gz43 263041 


F 


M00055798B:D12 


UC2-NormColon 


4424 


462249 


1684.C04.gz43 263043 


F 


M00055800D:B03 


. UC2-NormColon 


4425 


642099 


1684.P04.gz43_263056 


,"F ; ". 


M00055815C:B03 


UC2-NormColon 


4426 


644915 


1684.A05.gz43_263057 


F 


M00055798B:F02 


UC2-NormColon ' 


4427 


640222 


1684.G05.gz43_263063 


■•. F 


; M00055805A:A02 


UC2-NormColon 


4428 


550370 


1684.K05.gz43_263067 


F 


M00055809A:B10 


■ UC2-NormColon 


4429 


645560 


1684A06.gz43_263073 


".. F 


M00055798B:G04 


UC2-NormColon 


4430 


513238 


1684.E06.gz43 .263077 


F 


M00055803A:C06 


UC2-NormColon 


4431 


650231 


1684.M07.gz4T 263 101 


F 


M00055811D:C02 


UC2-NormColon 


4432 


644314 


1684 H08.gz43_263 112 


F 


M00055806B:B10 


UC2-NormColon 


.4433 


650782' 


1684.J08.gz43_263114 


F 


M00055808B:A04 


UC2-NormColon 


4434 


648221 


l684.P08.gz43 263120 


F 


M00055815C:G05 


UC2-NormColon 


4435 


554742 


1684.M09.gz43 263133 


F 


M00055811D:C12 


UC2-NormColon 


4436 


642962 


1684.P09.gz43 .263136 


F 


M00055815D:AU 


UC2-NormColon 


4437 


455028 


1684. A10.gz43 .263137 


F 


M00055798D:A10 


UC2-NormColon 


4438 


447015 


1684.P10.gz43 _263152 


F 


M00055815D:B02 


UC2-NormColpn 


4.439 


642653 


i684.Eli.gz43_263157 


F 


M00055803A.G08 


UC2-NormColon 


4440 


647336 


1684.01 l.gz43_263 167 


F 


M00055814C:C07 


UC2-NormColon 


4441 


549640 


1684.Pll.gz43 263168 


F 


M00055815D:B03 


UC2-NormColon 


4442 


642198 


1684.G12.gz43_263175 


F 


M00055805B:C08 


• UC2-NormColon 


4443 


520320 


1684 I12.gz43_263177 


■ "F- : 


M00055807B:F05 


. UC2-NormColon 


4444 


644147 


1684.N12.gz43_263182 


• F 


M00055813A:D10 


UC2-NormColon 


4445 


530774 


1684.E13.gz43_263189 


F 


M00055803B:A11 


UC2-NormColon 


4446 


375814 


1684.Hl4.gz43 263208 


F 


M00055806C:E09 


UC2-NormColon 


4447 


: 446789 


1684.I14.gz43 263209 


F 


M00055807B:G1() 


UC2-NormColon 


4448 


210839 


1684.J14.gz43 ..2632 10 


F 


M00055808B:H07 


UC2-NorraColon 


4449 


490414 


1684.B15.gz43 263218 


F 


M00055800A:F02 


' UC2-NormColon 


4450 


503491 


1684M15.gz43_263229 


F : > 


M00055812A:E01 


UC2-NormColon 


4451 


'•■ 486134 


1684.D17.gz43 263252 


F 


M00O55802B:H03 


: UC2-NormColon 


4452 


639441 


1684.H7.gz43_263257 


F 


M00055807C:F05 


' UC2-NormColon 



178 



Table 2 



SEQ 
ID 
NO 


CLUSTEF 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


4453 


551683 


l684.N17.gz43 263262 


F 


M00055813C:E03 


UC2-NormColon 


4454 


649035 


1684P17.gz43_263264 


F 


M00055816A:C04 


UC2-NormColon 


4455 


639194 


1684.F18.gz43_263270 


: ,F ■■ 


M00055804B:C02 


UC2-NormColon 


4456 


454772 


1684.K19.gz43_263291 


F 


M00055809C:E11 


UC2-NormColon 


4457 


649995 


1684L19.gz43_263292 


F 


M00055810D:G04 


UC2-NormColon 


4458 


466016 


1684.MI9.gz43_263293 


F 


M00055812B:F03 


UC2-NormColon 


4459 


494271 


1684.N19.gz43 .263294 


F 


M00055813D-.B12 


UC2-NormColon 


4460 


460517 


1684.J20.gz43 263306 


;• F 


M00055808D:C12 


UC2-NormColon 


4461 


470602 


- 1684.12 l:gz43_263321 


F 


M00055807D:C04 


UC2-NormColon 


4462 


640537 


1684 B22 ; gz43 .263330 


F 


M00055800C:E11 


UC2-NormGolon 


4463 


643991 


1684.D22.gz43 263332 


F 


M00055802C:E12 


UC2-NormColon 


4464 


. 564382 


1684.C23.gz43_263347 


F 


M00055801D.E06 


UC2-NormColon 


4465 


529325 


1684.G23.gz43 263351 


F 


M00055805D:H01 


UC2-NormColon 


4466 


455665 


1 684. L23.gz43 263356 


F 


M00055811B.A03 


UC2-NormColon 


4467 


645700 


i684.A24 gz43 263361 


F 


M0()055799C:D09 


UC2-NormCojon 


4468 


520320 


1684.J24.gz43 263370 


F 


M00055808D:F09 


UC2-NormColon 


4469 


648752 


1 684.M24.gz43_263373 


F 


M000558I2C:B07 


UC2-NormColon 


4470 


642850 


1684.024.gz43_263375 


F 


M00055815A:H12 


UC2-NormCoion 


4471 


556896 


1970 1 10 1 gz.43 263397 


F 


M00054702A:C06 


UC2-ColonMctLivcr 


4472 


: 549238 


1970.10 l.gz43_263398 


F ■ 


M 00054703 D:E07 


UC2-ColonMetLiver 


4473 


551941 


1970.M01gz43_263402 


F 


M00054710DA02 


UC2-ColonMetLiver 


4474 


552055 


1970.G02.gz43 263412 


F 


M00054699D:A12 


UC2-ColonMetLiver 


4475; 


483141 


1970.H02.gz43 263413 


F 


M00054702A:F03 


UC2-ColonMetLiver 


4476 


561434 


1970.I02.gz43_.2634 14 


F 


M00054703D:F04 


UC2-ColonMetLiver 


4477 


453708 


1970K02,gz43_263416 


F 


. M00054707B:B08 


UG2-ColonMetLiver 


4478 


557935 


1970.A03.gz43_263422 


F 


M00054689C:B1I 


UC2-ColonMetLiver 


4479 


509202 


1970.H03.gz43 263429 


F 


M00054702A:H03 


, UC2-ColonMetLiver 


4480 


549388. 


l970.B04.gz43 263439 


F 


M00054690D:G03 


UC2-ColonMetLiver 


4481 


551243 


1970.C05.gz43_263456 


F 


M00054693A:C09 


UC2-ColonMetLiver 


4482 


549557 


1970.N05.gz43 263467 


F 


M00054712C:C07 


UC2-ColonMetLiver 


4483 


551527 


1970 A06.gz43_263470 


F 


M00054689D:E12 


UC2-ColonMetLiver 


4484 


553128 


1970E06.gz43_263474 


F 


M00054696B.H11 - 


UC2-ColonMetLiver 


4485 


549151 


1970.K06.gz43_263480 


F 


M00054707C.D02 


UC2-ColonMetLivcr 


4486 


32021 : 


1 970.006 gz43_263484 


. F 


M00054714B F05 


■ UC2-ColonMetLiver . 


4487 


552598 


,1970.P07.gz43_263501 


F 


M00054715D:E1I 


UC2-ColonMetLiver 


4488 


552051 


l970:D08.gz43 263505 


F 


M00054695A-A12 


UC2-ColoiiMetLiver 


4489 


491827 


1970.J09 gz43_263527 


•;f;. 


M00054706A:G10 


UC2-ColonMctLivcr 


4490 


552625 


I970.009.gz43 .263532 


F 


M00054714C:E01 


UC2-ColonMctLivcr 


4491 


552073 


l970.Mll.gz43_263562 


F 


M0005471 IC:A08 


UC2-CoIonMetLiver 


4492 


552649 


. 1970.E12.gz43._263570 


F 


M00054697A:E03 


UC2-CoIonMetLiver 


4493 


389201 


1970.H12.gz43_263573 


F 


M00054702D:E07 


UC2-ColonMetLiver 


4494 


552682 • 


1970.1 12gz43_263574 


F 


M00054704D:F02 


UC2-ColonMetLiver 



179. 



■IN VI. 


LLUb 1 Ll< 


CT?/"\ XT A \JfT7 ■ 

SbO NAML 


AIT 
IN 1 


' '/** , T /"YVTT7 TFv " • 

CLUNb ID 


LIBRARY 


4495 


552686 


r 1970.K12.gz43_263576 


... p V 


M00054708A:Fli 


UC2-ColonMetLiver 


4496 


559389 


1970.A14.gz43_263598 


F 


M00054690B:B02 


UC 2 -ColonMetLi ver 


4497 


562216 


1 970.E 1 4 gz43 263602 


F 


M00054697A:G06 


UC2-ColonMetLiver 


4498 


'452392 


1970.H14.gz43 263605 


F 


M00054702D.F05 


UC2-CoIonMetLiver 


4499 


552314 


1 970.1 14gz43_263606 


F 


M00054705B:C08 


UG2-ColonMetLiver 


4500 


584499 


1970.F15.gz43 263619 


F 


M00054699A:G01 


UC2-ColonMetLiver 


4501 


552418 


1 970. A 1 6 gz43 26363 0 


F 


M00054690B:D10 


UG2-ColonMetLiver 


4502 


551996 


1970 F16.gz43_263635 


F 


M00054699B:A05 


UC2-ColonMetLiver 


4503 


549945 


1970 H 16.gz43_263637 . 


F 


M00054702D:H10 


UC2-ColonMetLiver 


4504 


527679 


1970.U6.gz43 263638 


F 


M00054705B:D02 


UC2-ColonMetLiver 


4505 


391511 


1970.K16:gz43_263640 


F 


M00054708B:F04 


UC2-ColonMetLiver 


4506 


490393 


1970.P16.gz43_263645 


F 


M00054716B:D06 


UC2-ColonMetLivcr 


4507 


552197 


1970,L17.gz43 263657 


F 


M00054710B:B10 


UC2-ColonMetLiver 


4508 


550975 


1970.O17.gz43 263660 


F 


M00054715A:G02 


. UG2-ColonMetLiver 


4509 


.498454 


1 970.1 18.gz43_263670 


F 


M00054705B:E04 


UC2-ColonMctLiver 


4510 


553938 


1970.N 1 8gz43 263675 


F 


M()0054713C:D07 


UC2-ColonMetLiver 


4511 


448332 


1970.C19.gz43_263680 


F . 


M00054693D:A08 


UC2-ColonMetLiver 


4512 


550053 


1970 J19.gz43_263687 


F 


M00054706C:B12 


UC2-ColonMetLiver 


4513 


550330 


1970 ; B20.gz43 263695 


F 


M00054692B:C06 


UC2-ColonMctLiver 


4514 


■450755 


1970.C20.gz43 263696 


F 


M00054693D:C04 


UC2-ColonMetLiver 


4515 


420686 


1970.B21.gz43_2637ll 


F 


M00054692B:D01 


UC2-ColonMetLiver 


4516 


■ 552581 


1970.E21.gz43_263714 


F 


M00054697C:E11 


UC2-ColonMetLiver 


4517 


551995 


1970F21.gz43_263715 


F 


M00054699C:A04 


UC2-ColonMetLiver 


4518 


521552 


1970,H22.gz43_263733 


F 


M00054703C:F01 


UC2-ColonMetLiver 


4519 


553358 


1970J22.gz43_263735 


F 


M00054706D:B03 


UC2-ColonMetLiver 


4520 


558768 


1970.L22.gz43 263737 


F 


M00054710C:A12 


UC2-ColonMetLiver 


4521 


' 42994 


l970.B23.gz43_263743 


F 


M00054692C:B02 


UC2-CoIoriMetLiver 


4522 


555255 


1970.G23.gz43 _263748 


F 


M00054701D:H05 


UC2-ColonMetLiver 


4523 


451032 


1970.O23.gz43 263756. 


F 


M00054715C.D05 


UC2-ColonMetLiver 


4524 


554477 


1970. 124 .gz43_263766 


F 


M00054705C:D11 


UC2-:ColonMetLiver 


4525 


560317 


1970 K24.gz43_263768 


F 


M00054709A:A10 


UC2-ColonMetLiver 


4526 


-554900 


1993.J01.gz43 263783 


F 


M00054863D:H05 


UC2-ColonMetLiver 


4527 


560254 


1993.L01.gz43 263785 


F 


M00054866B:C01 


UC2-ColonMetLiver 


4528 


555740 


1993.E02:gz43_263794 


F 


M00054857C:G09 


UC2-ColonMetLiver 


4529 


551212 


1993.F02.gz43._263795 


F 


M0,0O54858D:CO4 


UC2-ColonMctLiyer 


4530 


.554456 


1993.G03:gz43_263812 


F 


M00054859D:E09 


UCl-ColonMetLiver ; 


4531 


493303 


1993.M03.gz43_263p la 


... TJ 

r 


MUl)l)j4ao /o.UUz 


U v> z -v_/OioniviciJ-ji ver 


4532 


522648 


1993.P03.gz43_263821 


F 


M00054870C:C05 


UC2-ColonMetLiver 


4533 


5.59885 


1993.A04.gz43_263822 


: F 


M00054852C:G03 


UC2-ColonMetLiver 


4534 


,554257 


i993.H04.gz43_263829 


F 


M00054860D-D01 


UC2-GolonMetLiver 


4535 


• 554524 


1993.B05gz43_263839 


If 


M00054854A:H06 


UC2-ColonMetLiver 


4536 


■554672. 


!993.C05.gz43_263840 


F 


M00054855B:E04 


UC2-CoIonMetLiver 



180 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME : 


ORIE 
NT 


CLONE ID 


LIBRARY 


4537 


560714 


l993.D05.gz43_263841 


■; F : 


M00054856D:E11 


UC2-ColonMetLiver 


4538 


557852 


1993.G05.gz43_263844 


F 


M00054859D:G04 


UC2-ColonMetLiver 


4539 


553295 


1993.J05.gz43 263847 


F 


M00054864B B02 


UC2-ColonMetLiver 


4540 


559027 


1993N06.gz43_263867 


F 


M00054868C:G11 


UC2-ColonMetLiver 


4541 


548861 


1993.B07.gz43_263871 


F 


M00054854B:C04 


UC2-Col6nMetLiver 


4542 


554500 


■ 1993.E07.gz43_263874 


F 


M00054857D.E12 


UC2-ColonMetLiver 


4543 


'522507 


1 993. 107 gz43 263878 


F 


M00054862C:D05 


UC2-ColonMetLiver 


4544 


501534 


l993.J08.gz43 263895 


F 


M00054864B:D08 


UC2-ColonMetLiver 


4545 


556715 


1993.A09.gz43 263902 


F 


M00054852D:D09 


UC2-ColonMctLivcr 


4546 


496897 


1993.G09.gz43_263904 


F 


M00054855C.B06 


. UC2-ColoaMetLiver 


4547 


554084 


1993.D09.gz43_263905 


F 


M00054857ABU 


UC2-ColonMetLiver 


4548 


554497 


1993.E10.gz43 263922 


F 


MO0O54858A:BO5 


UC2-ColonMetLiver 


4549 


555968 


1 993. F10.gz43 263923 


F 


M00054859A.D10 


UC2-CoIonMetLiver 


4550 


43642 


!993.K10.gz43_263928 


F 


M00054865B.H04 


UC2-ColonMctLivcr 


4551 


595506 


1993.Ll0gz43_263929 


F 


M00054866C:G07 


UC2-CdIonMetLiver 


4552 


594434 


1993.O10.gz43_263932 


F 


M00054869D:F02 


UC2-ColonMetLiver 


4553 


555702 


1 993. P10.gz43_ 263933 


F 


M00054870D:G08 


UC2-CdIonMetLiver 


4554 


556132 


1993.All.gz43_263934 


F : 


M00054853A.A10 


UC2-ColonMctLivcr 


4555. 


555667 


1993.Fll.gz43_263939 


F 


M00054859A:E02 


UC2-ColonMctLivcr 


4556 


519109 


. 1993 Jll.gz43_263943 


F 


M00054864CA01 


UC2-CplonMetLiver 


4557 


450829 


1993 Bl2.gz43_263951 


F 


M00054854C:H02 


OC2-CoionMctLiver 


4558 


463513 


1993.M13.gz43 263978 


F 


M00054867D.H03 


UC2TColonMctLiver 


4559 


552396 


1993 N13.gz43_263979 


F 


M00054869AA09 


UC2-ColonMctLivcr 


4560 


557077 


1993.Ci4.gz43_263984 


F 


M00054855D.GI2 


UC2-CplonMetLiver 


4561 


554756 


, 1993.D14.gz43_2639.85 


.. F 


M00054857AG09 


UC2-CoIonMetLiver 


4562 


482306 


1993.E14.gz43 263986 


F 


M00054858A:D06 


l!C2-ColonMctLiver 


4563 


560259 


1993.H14.gz43 _263989 


F 


M00054861B.H08 


UC2-ColonMctLivcr 


4564 


402742 


1993 L14.gz43_263993 


F 


M00054866D.C03 


UC2-ColonMctLivcr 


4565 


390017 


i993.PI4.gz43_263997 


F 


M00054871A:C04 


UC2-CplonMetLiver 


4566 


554989 


1993 D15.gz43_ 264001 


F 


M00054857A:GI2 


UC2-ColonMetLiver 


4567 


550714 


1993 E15.gz43_264002 


F 


M00054858A:D08 


UC2-ColonMetLiver 


4568 


562962 


1993.115.gz43_264006 


F 


M00054863A:A11 


UC2-ColonMetLiver 


456? 


394567 


1993.K16.gz43_264024 


F 


M00054865D:F05 


UC2-CdlonMetLiver 


4570 


457825 


1993.N17.gz43_264043 


F 


M00054869A:D03 


UC2-ColonMetLiver " 


4571 


• -553072 


1993.0 1 7. gz4 3 264044 


F ; 


M00054870B.A12 


. UC2-ColonMetLiver 


4572 


• 522703 


1993.Al8.gz43 264046 


F 


M00054853B:E07 


UC2-ColonMetLiver 


4573 


451491 


1993.E18.gz43_264050 


F 


M00054858BA10 


:"■ UC2-ColphMetLiver 


4574 


551811 


1993.1 U8.gz43_264053 


F 


M00054861C:E10 


UC2-ColonMetLiver 


4575 


599433 


1993.A19.gz43_264062 


F 


M00054853B:E10 


UC2-ColonMetLiver 


4576 


593343 


1993.D19.gz43 264065 


F 


M00054857B:D08 


- UC2-CoIonMetLiver j 


'4577 


.554613 


1 993. C20.gz43 264080 


F 


M00054856A.F08 


UC2-ColonMetLiver 


4578 


497365 


1993.G21.gz43_264100 


F 


M00054860C:E04 


UC2-ColonMetLiver 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


QRIE 
NT 


CLONE ID 


LIBRARY 


4579 


555553. 


1993.021 gz43_264108 


F 


M00054870B:G12 


UC2-ColonMctLiver 


4580 


481641 


1993.P2l.gz43_264109 


F 


MO0O54871A:HO7 


UC2-ColonMetLiver 


4581 


557974 


1993.M23.gz43 264138 


F 


M00054868BA05 


UC2-ColonMetLiver 


4582 


557719 


l993.F24.gz43_264147 


F 


M00054859D:D02 


UC2-ColonMetLiver 


4583 


551591 


1993.L24.gz43 264153 


F 


M00054867A:G01 


UC2-ColonMetLiver 


4584 


553586 


1993 P24.gz43_264157 


"'F • 


M00054871B.E10 


UC2-ColonMetLiver 


4585 


553983 


2018.J01.gz43_264167 


■ F 


M00055049B.F05 


UC2-ColonMetLiver 


4586 


557939 


20i8.N0 1 .gz43 _264.1 7 1 


• F. ; :. 


M00O55O53D.G04 


UC2-ColonMetLiver : 


4587 


■549858 


2018.P01.gz43_264l73 


• ■ F 


M00055O56CA05 


UC2-ColonMctLivcr 


4588 


561838 


2018.F02.gz43_264i79 


F 


M0OO55O45D:F10 


UC2-ColonMetLivcr 


4589 


561438. 


2018.A03.gz43 264190 


F 


M00055039A:G06 


UC2-ColonMctLivcr 


4590 


447555 


2018,N03.gz43_264203 


F 


M00055054AA10 


UC2-ColonMetLiver 


4591 


556490 


2018l04.gz43_264214 


• F 


M0O055O48C:CO6 


UC2-ColonMctLivcr 


4592 


554372 


2018.L04.gz43 264217 


F 


M00055051CF10 


UC2-CdlonMetLiver 


4593 


557504 


2018.P04.gz43_26422l 


F 


M0O055O56C:C()5 


UC2-CoIonMctLivcr 


4594 


555340 


2018.B05.gz43 .264223 


F 


MOO055O41A:CO2 


UC2-ColonMetLiver 


4595 


540000 


20 18.L05.gz43 264233 


F 


M00O55O51D:D12 


UC2-ColonMetLiver ■ 


4596 


528775 


20 18.O05.gz43 264236 


F 


M0OO55O55B.H1 1 


UC2-ColonMetLiver 


4597 


553012 


20l8.P05.gz43_264237- 


F 


M00055056C:D07 


UC2-ColonMetLiver 


.4598 


386940 


2018.I106.gz43. 264245 


F 


M00055047C:Dll 


UC2-ColonMctLivcr 


4599 


559775 


2018.K06.gz43 264248 


F 


M00055050D.C01 


UC2-ColonMctLivcr 


4600 


493261 


2018.M06.gz43 264250 


F 


M00055052D:G12 


UC2-ColdnMetLiver 


4601 


555660 


2018.A07.gz43_264254 


F 


M0O055O39B:EO2 


UC2-ColonMetLiver 


4602 


561901 


2018.C07.gz43 264256 


F 


M00055042A:D09 


UC2^ColonMetLiver 


4603 


554936 


2018.II07.gz43 264261 


F 


MOO055O47C.FO7 


UC2-ColonMetLiver 


4604 


555010 


2018.J07.gz43_264263 


F 


M00055049C:H12 


UC2-ColonMetLiver 


4605 


560801 


2018.L07.gz43_264265 


F 


M0O055051D:F01 


UC2-ColonMetLiver 


4606 


555993 


2018A08.gz43_264270 


F 


M00055039B:G11 


UC2-ColonMetLiver 


4607 


465207 


2018.H08.gz43 264277 


F 


M00055047C:F08 


UC2-ColonMetLiver 


4608 


419153 


20I8.I08.gz43_264278 


F 


M00055048D.D08 


UC2-ColonMetLiver 


4609 


562808 


2O18.P08.gz43_264285 


F 


M00055056C:F04 


UC2-ColonMetLiver 


4610 


601365 


2018.A09.gz43 264286 


F 


M00055039B.H10 


UC2-ColonMetLiver 


4611 


375380 


201 8. F09.gz43 264291 


F 


M00055046B:C07 


UC2-ColonMetLiver 


4612 


561216 


2018.J09.gz43 264295 


F 


M00055049D.D09 


UC2-CoionMctLivcr 


4613 


498629 


2O18.O09.gz43_264300 


F 


M00055055C:C09 


UC2-ColonMetLiver 


4614 


.555524 


2018.B10.gz43_264303 


■;¥■' 


M60055041B.D11 


UC2-ColonMetLiver 


4615 


549008 


2018.C10.gz43_264304 


F 


M00055042B:B09 


UC2-ColonMetLiver 


4616 


555771 


2018.El().gz43_264306 


F 


M00055045AF03 


UC2-ColonMetLiver 


4617 


515H5 


2018.O10.gz43_264316 


F 


M00055055C:D02 


UC2-ColonMetLiver 


4618 


529733 


2018.AH.gz43_264318 


F 


M00055039C.B05 


UC2-ColonMetLiver 


4619 


553850 


20I8:Ell.gz43_264322 


F 


M00055045A:F12 


UC2-ColonMetLiver 


4620 


557735 


2018.Gll .gz43 264324 


F 


M00055047A:E07 


UC2rColonMetLiver 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


4621 


555798 


20I8.H1 l.gz43_264325 


F 


M00055047D:C12 


UC2-ColonMetLiver 


4622 


553108 


2018.Mll.gz43 264330 


F 


M00055053BA02 


UC2-ColonMetLivcr 


4623 


555708 


20l8.C12.gz43_264336 


F 


M00055042B:E02 


UC2-ColonMetLivcr 


4624 


559699 


2018.F.12.gz43_264338 


; : F ' 


M00055045B.A04 


UC2-ColonMetLiver 


4625 


551068 


201 8:K12;gz43 264344 


F 


M00055051A-.C09 


UC2-ColonMetLiver 


4626 


559246 


2018L12.gz43_264345 


F 


M00055052A:F07 


UC2-CplonMetLiver 


4627 


557401 


2018.P12.gz43 264349 


F 


M()0055056D:B06 


UC2-ColonMetLiver 


4628 


557525 


2018.M13.gz43_264362 


F 


M00055053B:C02 


UC2-ColonMetLiver 


4629 


8997 


2018.N13.gz43 264363 


F 


M00055054B:E10 


UC2-ColonMetLiver 


4630 


560720 


2018E14.gz43_264370 


F 


M00055045B;C08 


UC2-ColonMetLiver 


4631 


558120 


20 l8.G14.gz43 264372 


F 


M00055047A:H05 


UC2-CplonMetLiver 


4632 


349744 


2018.I14.gz43 264374 


F 


M00055048D:H04 


; UC2-CoionMetLivcr 


4633 


561259 


20l8.A15.gz43 264382 


F 


M00055039D:D07 


UC2-ColonMctLiver 


4634 


557326 


201 8.G15.gz43 264388 


F 


M00055047B:A10 


UC2-ColonMctLivcr 


4635 


449437 


2018.J15.gz43 264391 


F 


M00055050A.D11 


UC2-ColonMetLtver 


4636 


555340 


2018.K15 gz43__264392 


F 


MOOO55051AG09 


UC2-ColonMctLiver 


4637 


555172 


2018.C16.gz43 264400 


F 


M00055042C:B05 


UC2-ColonMetLiver 


4638 


289316 


20 l8.G16.gz43^ 264404 


F 


M00055047B:B03 


UC2rColonMetLiver 


4639 


557279 


2018.H16.gz43_264405 


F 


MOOO55048AA04 


UC2-ColonMetLiver 


4640 


556169 


2018.J16.gz43 264407 


F 


MO0O5505OAT108 


UC2-ColoiiMetLiver 


4641 


551897 


2018.K16.gz43_264408 


F 


M00055051A:H10 


• UC2-ColonMetLiver 


4642 


556391 


2018.P16:gz43_264413 


F 


M00055056D:H12 


UC2-ColonMetLiver 


4643 


562949 


2018.D17.gz43 264417 


F 


M00055044AA08 


UC2-ColonMctI.ivcr 


4644 


551371 


2018.L17.gz43 264425 


F 


M()0O55()52B:E03 


UC2-ColonMctLiver 


4645 


■562292 


2018.M17.gz43_264426 


F 


MO0O55053C:B03 


UC2-ColonMctLivcr 


4646 


555082 


2018N17.gz43_264427 


F 


M00O55054B.G12 


UC2-ColonMetLiver 


4647 


562272 


2018.P17.gz43_264429 




M00055057AA04 


UC2-ColonMetLivcr 


4648 


555883 


2018.Al8.gz43 264430 


F 


M()()055040A:F()l 


UC2-ColonMctLiver 


4649 


558389 


2018 ; F18.gz43_264435 


F 


M00055046C:C05 


UC2-ColpnMetLiver 


4650 


463341 


2018O18.gz43_264444 


F 


M00055056A:H12 


UC2-ColonMetLiver 


4651 


'553002 


2018.P18.gz43 264445. 


F 


M00055057A:A05 


UC2-ColoiiiMetLivcr 


4652 


224812 


2018.E19.gz43_264450 


F 


M00055045C:H05 


UC2-ColonMetLiver 


4653 


206098 


2018.J19.gz43_264455 . 


F 


MOOO55O50B.E11 


UC2-ColonMetLiver 


4654 


453893 


2018.H20.gz43_264469 


F 


M00055048A.F04 


lJC2-ColonMetLiver 


4655 


557308 


2018.N21.gz43 264491 


F 


M00055054DA02 


U.C2-ColonMetLiver 


4656 


470617 


2018.B22.gz43_264495 


F 


M00055041C:H12 


UC2-ColonMctLivcr 


4657 


555057 


2018.N22.gz43 264507 


F 


M00055054D:E12 


UC2-ColpnMetLjver 


4658 


447815 


2O18.A23.gz43_264510 


F. 


M00055040C:G08 


UC2-ColonMctLivcr 


4659 


561963 


2018.N24.gz43 264539 


F 


M00055055A:B03 


UC2-ColonMetLiver 


4660 


551544 


20I8.P24.gz43_264541 


F 


M00055057B:B01 


"■' UC2-ColonMctLivcr 


4661 


555213 


2018.D07.gz43 264641 


F 


MOOO55043B:B01 


UC2-ColonMctLiver 


4662 


555010 


2018.J07 gz43_264647 


F 


M00055049C:H12 


UC2-CoIonMetLiver 



" - 183 



•Rc\TaWe2. ;; 7:: ; -7 



SEQ 
ID 

JNU 


CLUSTER 


/ : •••>• . : ^t-y. .'. 

•/ SEQ NAME p 


OKIE 

"NTT* . 

N.I- 


CLONE ID 


LIBRARY 


4663 


505451 


2018P07.gz43_264653 


F 


M00055056C:E10 


UC2-ColonMetLivcr 


4664 


555993 


20 18.A08.gz43 264654 


F 


M00055039B:G11 


UC2-ColonMetLiver 


4665 


465207 


2018.1 108.gz43_264661 


F 


M00055047C:F08 


UC2-ColonMctLivcr 


4666 


557834 


2018.K08.gz43 264664 


F 


M00055050D:F04 


UC2-ColonMetLiver 


4667 


557882, 


2018.LO8.gz43_264665 


F 


M00055051D:G01 


UC2-ColonMctLivcr 


4668 


,551711 


2018.B09.gz43_264671 


F 


M00055041B:C10 


UC2-ColonMetLiver 


4669 


■ 555524 


2018.B10.gz43 264687 


F 


M00055041B.DH 


UC2-ColonMetLiver 


4670 


446739: 


2018.J10.gz43_264695 


F 


M00055049D:D10 


UC2-ColonMctLiver 


4671 


,385531 


2018.P10.gz43 264701 


F 


M00055056C:II07 


UC2-CoIonMetLiver 


4672 


559052 


2018.Fll.gz43_264707 


: F 


M00055046B:D02 


UC2-ColonMetLiver 


4673 


553108 


:2018.Mll.gz43_264714 


F 


M00055053BA02 


UC2-CblonMetLiver 


4674 


397338 


20I8.A12.gz43_264718 


F 


M00055039C:D11 


UC2-ColonMetLiver 


4675 


559699 


2018.E12.gz43 .264722 


F 


M00055045BA04 


UC2-ColonMetLivcr 


'4676 


553975 


2018.O12.gz43 264732 


F 


M00055055C:E08 


UC2-ColonMetLiver 


4677 


561994 


2()!8.B13.gz43 264735 


F : ■ ' 


M0005504lB:F04 


UC2-ColonMetLivef 


4678 


448098 


2018.CT3.gz43_264736 


F 


M00055042B:E05 


UC2-ColoiiMetLiver 


4679 


558254 


2018.D13.gz43 264737 


F 


M()()()55043D:DI0 


UC2-ColonMetLiver 


4680 


557420 


2018.F13.gz43_264739 


F . 


M00055046B:E08 


UC2-ColonMctLivcr 


4681 


558007 


2018.G13.gz43_264740 


F 


M00055047A:H04 


UC2-ColonMetLiver 


4682 


557525 


20I8.M1 3 .gz43 .264746 


F - 


M00055053B:C02 


UC2-CoIonMetLiver 


4683 


450765 


2018.C14:gz43_264752 


F 


M00055042B:E08 


UC2-ColonMetLiver 


4684 


247 


2018.D14.gz43_264753 


F 


M00055043D:F07 


UC2-ColonMetLiver 


4685 


560720 


2018.E14.gz43_264754 


F 


M00055045B.C08 


UC2-ColonMctLiver 


4686 


491799 


2018.F14.gz43 264755 


-..F 


M00055046B:F06 


UC2-ColonMetLiver 


4687 


558120 


2018.G14.gz43_264756 


F 


M()0055047A:H05 


UC2-ColonMetLiver 


4688 


432970 


20 18:KI4.gz43 264760 


F 


M00055051A.E11 


UC2-ColonMetLiver 


4689 


561259 


2018.A15.gz43_264766 


F 


M00055039D:D07 


UC2-ColonMctLivcr 


4690 


551630 


2018.O15.gz43 264780 


F 


M00055055D:D11 


UC2-ColonMetLiver 


4691 


461 


2018.M16.gz43_264794 


F 


M00055053CA12 


UC2-ColonMetLiver 


4692 


555399 


2()18.A17.gz43_264798 


F 


M00055040A:C02 


UC2-ColonMetLiver 


4693 


554149 


2018.B17.gz43_264799 


F 


M00055041C:C10 


UC2-ColonMetLiver 


4694 


553603 


2018.G17.gz43 264804 


F 


M00055047BB10 


UC2-ColonMetLivcr 


4695 


552641 


20 1 8 .K 1 7.gz43_264808 


F 


M0O055051B:B08 


UC2-ColohMetLiver 


4696 


562292 


2018.M17.gz43_264810 


F 


M00055053C:B03 


UC2-ColonMetLivcr 


4697. 


562272 


2018.Pl7.gz43 264813 


F 


M00055057AA04 


UC2-ColonMctLiver 


4698 


450755 | 


2018.D18.gz43_264817 


F 


M00055044A:C02 


UC2-ColonMetLiver 


4699 


555892 


2018.E18.gz43 264818 


F 


M00055045C.F09 


UC2-ColonMetLiver 


4700 


551793 


2018.G18.gz43_264820 


F 


M00055047B:C03 


UC2-ColonMetLiver 


4701 


553002 


20 l8.Pl8.gz43 .264829 


F 


M00055057AA05 


UC2-ColonMetLiver 


4702 


487182 


2018.119.gz43_264838. 


F 


M00055049A:F10 


UC2-ColonMetLiver 


'4703 


206098 


2018.J19.gz43 .264839 


' f 


M00055050B:E11 


UC2-ColonMetLiver 


4704 


557572 


2018.K19.gz43_264840 


F 


M00055051B:D07 


UC2-ColonMctLiver 
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Table 2 



SEQ 
ID 

NO 


CLUSTER 


SEQ NAME ' 


ORIE 
NT 


• '. ' -v. ' , • v ■ •. 
' • v,;" 'r <-"".-'• 

CLONE ID 


LIBRARY 


4705 


551334 


2018;M19.gz43_264842 


F 


M00055053C:F06 


UC2-ColonMctLivcr 


4706 


561046 


2018.I20.gz43 264854 


F 


M00055O49A:G03 


UC2-ColonMetLiver 


4707 


. 454664 


2018.L20.gz43 264857 


VF- 


M00055052C:B12 


UC2-ColonMetLiver 


4708 


551616 


20 18.N20.gz43 264859 


F 


M00055054C:G1() 


. UC2-ColonMetLiver 


4709 


: 559294 


20I8.P20.gz43 264861 


F 


M00055057A:D10 


UC2-CoIonMetLiver 


4710 


548935 


2018.C21.gz43_264864 


F 


M00055042D.G03 


UC2-ColonMctLivcr 


4711 


488970 


2018.F21.gz43 264867 


F 


M()()055046C:F.()7 


UC2-ColonMetLivcr 


4712 


555751 


2018.A22.gz43_264878 


F 


M00055040B:F02 


UC2-ColonMetLiver 


4713 


423588 


2018:C22.gz43_264880 


F 


M00055042D:H()2 


" UC2-ColonMetLiver 


4714 


551578 


20 18:E22.gz43 264882 


F 


M00055.045D.A07 


UC2-CblonMetLiver 


4715 


556171 


2018G22.gz43_264884 


F 


M00055047B:G06 


UC2-CoionMetLiver 


4716 


451172 


2018.P22.gz43 264893 


F 


M00055057A:F10 


UC2-ColonMctLiver 


4717 


555250 


2()l8.B23.gz43_264895 


;. : f 


M00055041D:B07 


. UC2-ColonMetLiver 


4718 


476268 


2018.G23.gz43 264900 


F 


M00055047B:GlO 


UC2-ColonMetLiver . 


4719 


.553349 


2018.K23.gz43 264904 


F 


M00055051C:B05 


UC2-ColonMclLiver 


4720 


551561 


2018.023 gz43_264908 


F 


M00055056B:G01 


UC2-ColonMetLiver 


4721 


555173 


20l8.C24.gz43 264912 


F 


M00055043A:B06 


: UC2-ColonMetLiver 


4722 


557382 


2018.L24.gz43 264921 


1 F 


M00055052D-.B05 


UC2-ColonMetLiver 


4723 


555616. 


2020.H01 gz43 -264933 


F 


M00055081A:E08 


UC2-CplonMetLiver 


4724 


549607: 


2020.J01.gz43. 264935 


F 


M00055083B:E05 


UC2-ColonMetLiver 


4725 


492893 


2020.L01.gz43 264937 


F ■ 


M00055086A.B10 


UC2-ColoriMctLivcr 


4726 


556471 


2020.E02.gz43 264946 


F 


M00055077D-.B01 


UC2-ColonMetLiver 


4727 


'556542 


2020.L02.gz43_264953 


F 


M00055086A:C09 


UC2-ColonMetLiver 


4728 


551283 


2020.N02.gz43_264955 


F 


M00055088D:A01 


UC2-ColonMetLivcr 


4729 


558720 


2020.C03 .gz43 264960 


F 


M00055076A.C06 


UC2-ColonMetLiver 


4730 


555512 


2020.A04.gz43_264974 


F 


M00055073D:F06 


UC2-ColonMetLiver 


4731 


549129 


, 2020.D04.gz43 264977 


: F 


M00055077A:B07 


UC2-ColonMetLiver 


4732 


556497 


2020.J04.gz43 264983 


F 


M00055083C:C05 


UC2-ColonMetLiver 


4733 


561422 


2020N04.gz43_264987 


F 


M00055088D:B08. 


UC2-ColonMetLiver 


4734 


556408 


2020.O04 gz43 264988 


F 


M00055090C:B03 


UC2-ColonMetLiver 


4735 


556635 


2020.B05.gz43 L 264991 


F 


M00055075AG09 


UC2-ColonMetLiver 


4736 


555368 


2020.C05.gz43 264992 


F 


M00055076A:D11 


UC2-ColonMetLiver 


4737 


495408 


2020.F06.gz43_26501,l 


F 


M00055078D:G04 


UC2-ColonMetLiver 


4738 


552361 


2020.H06.gz43_265013 


F 


M00055081B:E10 


UC2-ColonMetLiver 


4739 


556446 


2020.K06.gz43 265016 


F 


M00055084D.B01 


UC2-ColonMetLiver 


4740 


557476 


2020.L06.gz43_265017 


F 


M00055086B:D10 


UC2-ColonMetLiver 


4741 


556559 


2020O06.gz43_265020 


F 


M00055090C:C12 


• UC2-ColonMetLiver 


4742 


548943 


2020.K07.gz43_265032 


F 


M0()055084D:C09 


UC2-ColonMetLiver 


4743 


555126 


2020.P07.gz43 .265037 


-•F v: 


M00055091BA07 


UC2-ColonMetLiver 


4744 


142614 


2020.E08.gz43_265042 


F 


M00055078A:C05 


UC2-ColonMetLiver 


4745 


453756 


2020.M08.gz43 265050 


F 


•M00055087D:D08 


UC2-ColonMetLiver 


4746 


556040 


. 2020.G09.gz43_265060 


F 


M00055080B:G10 


UC2-ColonMctLiver 



Table! 



SEQ 
ID 
NO 


CLUSTER 


:; - SEQ NAME • 


ORIE 
NT 


CLONE ID 


LIBRARY 


4747 


557454 


2020.N09.gz43_ 265067 


F 


M00055089A.H06 


UC2-ColonMetLiver 


4748 


452822 


2020.Cll.gz43J265088 


F 


M00O55076B:E08 


UC2-ColonMetLiver 


4749 


464905 


2020.EIl.gz43 265090 


F 


M00055078A:E10' 


UC2-ColonMetLiver 


4750 


509505 


2020.F1 l.gz43_265091 


F 


M00055079A:H05 


UC2-ColonMetLiver 


4751 


555061 


2020.H1 l.gz43_265093 


F 


M00055081C:A12 


UC2-ColonMetLiver 


4752 


556668 


2020.Jll.gz43 265095 


F 


M00055083D:D08 


UC2-ColonMetLiver 


4753 


549810 


2020.C12.gz43_265104 


F 


M00055076B:F04 


UC2-ColonMetLiver 


4754 


557760 


2020. E 12.gz43__265 106 


F 


M00055078A:F01 


UG2-ColonMetLiver 


4755 


554084 


2020.N12.gz43_265115 


F 


M00055089B:C01 


UC2-Co!onMetLiver 


4756 


16092 


2020P12.gz43_265117 


F 


M0005509IC:B04 


UC2-CoionMetLiver 


4757 


551342 


2020.L13 : .gz43_265129 


F 


M00055086D:C07 


UC2-ColonMetLiver 


4758 


455820 


2020.A14.gz43 265 134 


F 


M00055074B:E05 


UC2-CplonMetLiver 


4759 


555710 


2020.1 14.gz43_265 142 


F 


M00055082D:E08 


UC2-Co!onMetLiver 


4760 


497086 


2020.O14.gz43 265148 


F 


M00055090D:E03 


UC2-ColonMetLivcr 


4761 


561489 


2020.E15.gz43 265154 


F 


M00055078B:F05 


UC2-ColonMetLiver 


4762 


558616 


2020.F15.gz43j265155 


F 


M00055079CG06 


UC2-ColonMetLiver 


4763 


559071 


2020.P15.gz43 265165 


F 


M00055091C:D11 


UC2-ColonMetLiver 


4764 


550701 


2020.C16.gz43 265 168 


F 


M00055076B:H06 


UC2-ColonMet Liver 


4765 


551976 


2020.G16.gz43 265172 


F 


M00055080D:A01 


UC2-ColonMetLiver 


4766 


460244 


2020.1 16.gz43 265174 


F 


M00055082D:G01 


UC2-ColonMetLiver 


4767 


556802 

~s \J U \J ^Lr 


2020.Jl6.gz43 265 175 


F 


M00055084A:E10 


UC2-CoionMetLiver 


4768 


454910 


2020.K16.gz43 265176 


F 


M00055085B:D02 


UC2-ColonMetLiver 


4769 


557214 


2020.L16.gz43 265177 


F 


M00055086D:H07 


UC2-ColonMetLiver 


4770 


612961 


2020.F17.gz43 265187 


F 


M00055079D:A03 


UC2-ColonMetLiver 


4771 


465446 


2020.I17.gz43 265190 


F 


M00055082D:H02 


UC2-ColonMetLiver 


4772 


556925 


2020.J17.gz43 265191 


F 


| M00055084A:F10. 


UC2-ColonMetLiver 


4773 


98869 


2020.O17.gz43 265196 


F 


M00055090D:F03 


UC2-ColonMetLiver 


4774 


553372 


2020.H18.gz43 265205 


F 


M00055081C:G01 


UC2-ColonMetLiver 


4775 


558231 


2020.J18.gz43 265207 


F 


M00055084B:A04 


UC2-CoIonMetLiver 


4776 


553318 


2020.Gl9.gz43 265220 


F 


M00055080D:E07 


UC2-ColonMetLiver 


4777 


449613 


2020H19.gz43_265221 


F 


M00055081C:H04 


UC2-ColonMetLiver 


4778 


560507 


2020.N 1 9.gz43_265227 


F 


M00055089C.D06 


UC2-CoionMetLiver 


4779 


560069 


2020.B20.gz43 265231 


F 


M00055075D:D05 


UC2-CoIonMetLiver 


4780 


557954 


2020.C20.gz43J265232 


F 


M00055076C:H07 


UC2-CGlonMetLiver 


4781 


555996 


2020.E21.gz43_265250 


F 


M00055078D:A07 


UC2-ColonMetLiver 


4782 


494625 


2020.G21.gz43_265252 


F 


MO0055080D:F01 


UC2-ColonMctLiver 


4783 


554828 


2020:P2l.gz43_265261 


F 


M00055091D:A03 


UC2-ColonMetLiver 


4784 


562229 


2020A22.gz43_265262 


F 


M00055074D:B04 


UC2-ColonMetLiver 


4785 


561975 


2020.M22.gz43^265274 


F 


MOOO55088C:D01 


UC2-ColonMetLiver 


4786 


560080 


2020.N22.gz43_265275 


F 


M00055090A:F02 


:UC2-CoionMetLiver 


4787 


557783 


2020.C23.gz43_265280 


F 


M00055076D/.F11 


UC2-ColonMetLiver 


4788 


: 556881 


2020.K23.gz43__265288 


F 


M00055085D.F03 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


GLUSTEF 


SEQ NAME " 


ORIE 
NT 


CLONE ID 


• LIBRARY 


4789 


557747 


2020 . M23 gz43_265290 


: f 


MOOO55088C:DO2 


UC2-ColonMetLiver 


4790 


598101 


2020.O23.gz43_265292 


F 


M00055091A:C09 


UC2-ColonMetLiver 


4791 


.451185 


2020.F24.gz43_265299 


F 


M00055080A:F05 


UC2-ColonMetLiver 


4792 


552019 


2020.H24.gz43_265301 


F 


M00055082A:A12 


UC2-ColonMetLiver 


4793 


.555725 


2020K24.gz43_265304 


F 


M00055085D.G09 


UC2-ColonMetLivcr 


4794 


562748 


2029.P01,gz43_265325 


F 


M00055111A:F10 


UC2-ColonMetLiver 


4795 


562989 


. 2029.I02.gz43 265334 


F 


M00055100C:H06 


UG2-GolonMetLiver 


4796 


562243 


2029.103 .gz43_265350 


F 


M00055100D:B02 


UC2-ColonMetLiver 


4797 


562768 


2029.B06.gz43 265391 


F 


M00055093A:F07 


UC2-ColonMetLiver 


'4798 


491127 


2029.D06.gz43 .265393 


' ,F V . 


M00055094D:F09 


UC2-ColonMetLiver 


4799 


555330 


2029H07.gz43_2654l3 


F 


M00055i00A:CO5 


UC2-ColonMetLiver 


4800 : 


552704 


2029.L07.gz43_265417 


F 


M00055105D:B06 


UC2-ColonMctLiver 


4801 


561426 


2029.O08.gz43_265436 


F 


M00055110A.C03' 


UC2-ColonMctLivcr 


4802 


551967 


2029.E09.gz43 265442 


F 


M00055096A:G08 


UC2-ColonMetLiver 


4803 


.453533 


2029:F09.gz43_265443 


F 


M00055097B;B12 


UC2-ColonMctLivcr 


4804 


394189 


2029.O09.gz43_265452 


F 


M00055110AG05 


UC2-ColonMetLiver 


4805 


'562719 


2029.F i0.gz43_265459 


F 


M00055097B.F08 


UC2-ColonMetLivcr 


4806 


562307 


2029.Cll.gz43_265472 


F 


M00055094B:B11 


UC2-ColonMctLivcr 


4807 


98484 


2029.Dll.gz43 265473 


F 


M00055095A:D08 


UG2-ColonMetLiver 


4808 


558118 


2029.Gll.gz43 265476 


F 


M00055099A:G05 


UC2-ColonMetLiver 


480? 


562881 


2029.B14.gz43_265519 


F 


M00055093B.G08 


UC2-ColonMetLiver 


4810 


553548 


2029.K14.gz43 265528 


F 


M00055104B:F09 


UC2-GolonMetLiver 


4811 


637966 


2029.A15.gz43_265534 


" F 


M00055092B:G09 


UC2-ColonMetLiver 


4812 


560575 


2029.L15.gz43_265545 


F ' 


M00055106A:E04 


UC2-GolonMetLiver 


4813 


554496 


2029.E16.gz43 265554 


f : 


M00055096C:C03 


UG2-ColoiiMctLivcr 


4814 


561144 


2029J16.gz43_265559 


F 


M00055103A;H11 


UC2-ColonMetLiver 


4815 


560628 


2029.I20.gz43 265622 


F 


M00055102A:E11 


UC2-ColonMetLiver 


4816 


558511 


2029. J20.gz43_265 623 


F 


M00055103C:B07 


UC2-ColonMetLiver 


4817 


402488 


2029:C21.gz43_265632 


F 


M0.0055094C:C10 


UC2-ColonMetLiver 


4818 


556613 


2029J21.gz43_265639 


F 


M00055103GD05 


UG2-ColonMetLiver 


4819 


560898 


2029 J22.gz43_265655 


F 


M00055103C:G03 


UC2-ColonMetLiver 


4820 


454499 


2029.L22.gz43_265657 


F 


M00055106C:B06 


UC2-ColonMetLiver 


4821 


559955 


2029.K23.gz43_265672 


F 


M00055105A:A05 


UC2-ColonMetLiver 


4822 


554233 


2030.J01.gz43_265703 


F 


M00055128A:C10 


UC2-GolonMetLiver 


■4823 


557615 


2030.K01.gz43 265704 


F 


M00055128D:D04 


UC2-ColonMetLiver 


4824 


"449035 


2030:C02.gz43_265712 


F 


M00055115C:G09 


UC2-GolonMetLiver 


4825 


452525 


2030. E()3.gz43_265 730 


F 


M000551 18C.B03 


UC2>ColonMetLiver 


4826 


452775 


2030.L03.gz43 265737 


F 


M00055129D:C02 


UC2-eolonMetLiver 


4827 


560868 


2030.E05.gz43_265762 


F 


M00055118D:B04 


UC2-ColonMetLiver 


4828 


538830 


2030.H05.gz43 265765 


F 


M00055125A.A02 


UC2-ColonMetLiver 


4829 


486683 


2030.K05.gz43_265768 


F 


M00055129A:B03: 


UC2-ColonMetLiver 


4830 


488030 


2030.L06.gz43_265785 


F 


M00055129D:F11 


UC2-ColonMctLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTEP 


v. ;c SEQ NAME 


ORIE 
NT 


v.'-' '~>. : '■■ • 
CLONE ID 


LIBRARY | 


4831 


66678 


2030.M06.gz43_265786 


: ? ' 


M00055130D:F08 


UC2-ColonMetLiver 


4832 


528369 


2030,J07;gz43_265799 


F - 


M00055128B:B12 


UC2-ColonMetLiver 


4833 


479732 


2030.G08.gz43 265812 


'• F 


M00055124A:F01 


UC2-CblonMetLiver 


4834 


557747 


2030.008. gz43j265820 


F 


M00O55133BEO8 


UC2-ColonMctLivcr 


4835 


558534 


2030.1 109.gz43_265829 


F 


M00055125B:F01 


UC2-ColonMetLiyer 


4836 


312036 


2030.D10.gz43 265841 


F 


M00055117A:G08 


UC2-ColonMetLiver 


4837 


461653 


2030.J10.gz43 265847 


F 


M00O55128B.E12 


UC2-ColonMetLiver 


4838 


558060 


2030.Gll.gz43_265860 


F 


M0b055124B:All 


: UC2-ColonMctLivcr 


4839 


557610 


2030.L1 l.gz43 265865 


F ! 


M0OO5513OA:D10 


UC2-ColonMetLiver 


4840 


557284 


2030.P1 l.gz43 265869 


F 


M00O55134C.A01 


UC2-ColonMetLivcr 


4841 


562714 


,2O30.A12.gz43_26587O 


F 


M00O551 13B:F02 


UC2-ColonMetLiver 


4842 


453274 


203().C12.gz43_265872 


F 


M00055116A:C07 


: UC2-ColonMetLiver 


4843 


551068 


2030.P12.gz43 265885 


F 


M00O55134C:B01 


UC2-ColonMetLiver 


4844 


125543 


2030.J13.gz43_265895 . 


F 


M00055128B:G01 


UC2-ColonMetLiver 


4845 


449454 


2030.M13.gz43_265898 


F 


M00055131A:D07 


UC2-ColonMetLiver 


4846 


562760 


2030.OI3.gz43 265900 


F 


M00055133C:C06. 


UC2-ColonMetLiver 


4847 


557710 


2030.P13.gz43 265901 


F 


M00055134C:E09 


UC2-ColonMctLiver 


4848 


526334 


2()30.E14.gz43_265906 


F 


M000551 19D:F08 


UC2-ColonMetLiver 


4849 


451392 


2030.01 5. gz43_265932 


f : 


M00055133C:G07 


UC2-ColonMetLiver 


4850 


549591 


2030.D16.gz43 265937 


F 


M00055117C:C03 


UC2-ColonMetLiver 


4851 


557895 


2030.H16.gz43_265941 


F 


M00055125C:H03 


UC2-ColonMctLivcr 


4852 


554989 


2030.J16.gz43 265943 


F 


M00055128C:E03 


UC2-ColonMctLivcr 


4853 


561265 


2030.D17.gz43 265953 


F 


M00055117C:F02 


UC2-CbIonMetLiver 


4854 


558015 


2030O17.gz43_265964 


■ F ' 


M00055133C:Hll 


UC2-ColonMetLiver 


4855 


561741 


2030.A18.gz43 265966 


: "; f - : 


M00055114A:E02 


UC2-ColonMetLiver 


4856 


477295 


2030.O18.gz43 265980 


F 


M00055133D:A02 


UC2-ColonMetLiver 


4857 


556310 


2030.El9.gz43_265986 


F 


M00055120B:F12 


UC2-ColonMetLivcr 


4858 


558452 


2030.H20.gz43_266005 


F 


M00055125D:E02 


UC2-ColonMetLiver 


4859 


610269 


.2030.N21.gz43_266027 


: F ' 


M00055132D.E07 


UC2-ColonMctLiver 


4860 


561279 


2030.J22.gz43 266039 


F 


M00055128D:C11 


UC2-ColonMetLiver 


4861 


557719 


2030.N22.gz43_266043 


f ; 


MOOO55132D.:E10 


UC2-ColonMetLiver 


4862 


451391 


2030.O22.gz43 266044 


F 


M00055133D:F02 


UC2-ColonMetLiver 


4863 


554737 


2030 D24 gz43_266065 


F 


M00055118B:A09 


UC2-ColonMetLiver 


4864 


452759 


2030.K24.gz43 266072 


F 


M00055 129C:1108 


UC2-ColonMctLivcr 


4865 


562683 


2031.A01.gz43_266078 


F 


M00055135A:E07 


UC2-CdlonMetLiver 


4866 


558463 


2031.C04.gz43 266128 


F 


MOOO55138A:E08 


UC2-ColonMetLiver 


4867 


211273 


2031 .104.gz43_266134 


F 


M00055146A:B12 


UC2-C6lonMctLivcr 


4868 


468257 


2031.N04.gz43_.266139 


F 


M00055152D:C03. 


UC2-ColonMetLiver 


4869 


558768 


203 l.B05.gz43 266143 




M00055136D:D09 


UC2-ColonMetLiver 


4870 


561245 


2031.G05.gz43_266148 


F 


M00055144AA11 


UC2-CoIonMetLiver 


4871 


557783 


2031.K05,gz43_266152 




M00055 149B:F09 


UC2-ColonMetLiver 


4872 


549930 


2031 O05.gz43_266156 


.' F 


M00055 154D:F06 


UC2-ColonMetLivcr 



Table 2 



IT* 

IN v 


LLUa 1 bK 


i>fc.y INAMb 


NT 


: CLUINb 1L> 


LIBRARY 


4873 


558619 


2031.e06.gz43_266160 


F 


M00055138A:G08 


UC2-ColonMetLiver 


4874 


450630 


203 1 .G06.gz.43 266164 


F 


M00055144A:E09 


UC2-ColonMetLiver 


4875 


524721 


203 l,O06.gz43_266 1 72 


F 


M00055154D:G12 


UC2-ColonMetLiver 


4876 


561624 


203l.P06.gz43 266173 


F 


M00055156A.D02 


UC2-ColonMetLiver 


4877 


497493 


2031.N07.gz43_266187 


F 


M00055152D:H09 


UC2-GolonMetLiver 


4878 


490846 


203 1 M08.gz43_266202 


F 


M00055152A:B05 


UC2-ColonMetLiver 


4879 


558645 


203l.P08.gz43 266205 


F 


M00055156B.C11 


. UC2-ColonMetLiver 


4880 


.553969' 


203 1 .D09,gz43_266209 


F 


M00055139B:E10 


UC2-ColonMetLiver 


4881 


558007 


2031.P09.gz43_266221 


F 


M00055156C.A08 


UC2-ColonMetLiver 


4882 


550047 


203 l,B10.gz43_266223 


F 


M00055137A:E05 


UC2-ColonMetLiver '• 


4883 


562000 


2031.110.gz43_266230 


F 


M00055146B:E09 


UC2-ColonMetLiver 


4884 


160289 • 


2031.L10.gz43_266233 


F 


M00055150D:C06 


UC2-ColonMetLiver 


4885 


27586 


2031.C1 1.gz43 266240 


F 


M00055138B:H12 


UC2-ColonMctLivcr 


4886 


558230 


2031.Dll .gz43 266241 


F 


M00055139B:G03 


UC2-ColonMetLiver 


4887 


549739 


2031.M12.gz43_266266 


F 


M00055152A:E09 


UC2-ColonMetLiver 


4888 


561558 


2031.P12.gz43 266269 


F 


M00055156G:D06 


UC2-ColonMetLiver 


4889 


556630 


2031.B14.gz43 266287 


F 


M00055137B:B11 


UC2-CoIonMetLiver 


4890 


561178 


203l.P15.gz43_266317 


F 


M00055156D:A02 


UC2-CoionMetLiver 


4891 


558477 


2031.B16.gz43_266319 


F 


M00055137B:F12 


UC2-ColonMetLiver 


4892 


557250 


203 1 MI6gz43 266330 


F 


M00055152B:A03 


UC2-ColonMetLiver 


4893 


556288 


2031.P17 gz43 266349 


F 


M00055157A:B04 


UC2-ColonMetLiver 


4894 


610893 


2031.L18.gz43_266361 


F 


M00055151A:F10 


UC2-ColonMetLiver 


4895 


557708 


2031. 024 gz43_266460 


F 


M00055155D:B02 


UC2-ColonMetLiver 


4896 


562881 


2032.E01.gz43 266466 


F 


M00055162A:B03 


UC2-ColonMetLiver 


4897 


494198 


2032.LOl.gz43_266473 


F 


M00055170D:B09 


.. UC2-ColonMetLiver " 


4898 


551475 


2032.O01.gz43_266476 


F 


M00055177A.F05 


UC2-ColonMetLiver 


4899 


558720 


2032.K02.gz43 266488 


F 


M00055169D:A11 


UC2-ColonM etLiver 


4900 


2435 


2032.E03.gz43_266498 


F 


M00055162A:C12 


UC2-ColonMetLiver 


4901 


559464 


2032.104.gz43_266518 


F 


M00055166D:F02 


UC2-ColonMetLiver 


4902 


559389 


2032 A05.gz43_266526 


F 


M00055157C:C11 


UC2-ColonMetLiver 


4903 


559562 


2032.H05.gz43_266533 


F 


M00055165B:G09 


UC2-ColonMetLiver 


4904 


402799 


2032.M05.gz43_266538 


F 


M00055172A:C09 


UC2-ColonMetLiver 


4905 


. 557316 


2032.J06.gz43_266551 


F 


M00055168B:F11 


UC2-ColonMetLiver 


4906 


557209 


2032.K06.gz43_266552 


F 


M00055170A:A09 


UC2-ColonMetLiver • 


4907 


554604. 


2032.M06.gz43_266554 


7 F 


M00055172A:F03 


UC2-ColonMetLiver 


4908 


558917 


2032.H07.gz43 266565 


F 


M00055165C:H08 


UC2-ColonMetLiver 


4909 


493261 ' 


2032.107.gz43_266566 


F . 


M00055 l67A:A0z 


U C I - Uo lonMet LjI vcr 


4910 


558755 


2032.K07.gz43_266568 


F 


M00055170A:A11 


UC2-ColonMetLiver 


4911 


558900 


2032.M09.gz43 266602 


F 


M00055172B:B04 


UC2-ColonMetLiver 


4912 


553537: 


2032.C10.gz43_266608 


F 


M00055160C:D02 


UC2-ColonMetLiver 


4913 


561413 


2032.E10:gz43_266610 


F 


M00055162B:B04 


UC2-GolonMetLiver 


4914 


561876 


2032.F10.gz43_266611 


F 


M00055163B:F07 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTEF. 


SEQ NAME 


ORIE 

- N 1 


CLONE ID 


: r. V v. : w .?- '. ; r ' .. 
LIBRARY 


4915 


553797 


2032,H10: g z43_266613 


F 


M00055165D:C03 


UC2-ColonMetLiver 


4916 


558965 


2032.Cill.gz43 266628 


F 


M00055164C:C10 


UC2-ColonMetLiver 


4917 


561911 


2()32.B12.gz43_266639 


F 


M00055159B:G09 


UC2-ColonMctLivcr 


4918 


557961 


2032.II2.gz43 266646 


F 


M00055167B.A08 


UC2-ColonMetLiver 


4919 


558022 


2032.K12.gz43_266648 


F 


M0OO55170B:BO6 


UC2-ColonMctLivcr 


4920 


409262 


2032,M12.gz43_266650 


F 


M00055172B:I107 


UC2-ColonMetLiver 


4921 


415538 


2032.11 5. gz43 266694 


-. F ! 


M00055167B.H07 


UC2-ColonMctLivcr 


4922 


559057 


2032.M 15.gz43_266698 


F. 


M00055172D:D04 


UC2-ColonMctLiver 


4923 


215005 


2032.B16.gz43. 266703 


F 


M00055159.C:BO2 


UC2-CoIonMetLiver 


4924 


556542 


2032.M16.gz43_266714 


F 


M00055172D:D07 


UC2-ColonMetLivcr 


4925 


562989 


2032.O17.gz43... 266732 


F 


M00055177D:F07 


UC2-ColonMetLiver 


4926 


394772 


2032.'A19.gz43_266750 


F 


M00055158D:C01 


UC2-ColonMetLiver 


4927 


553877 


2032.E19.gz43 266754 


F 


M0OO55162C:E12 


UC2-ColonMetLiver 


4928 


558858 


2032.119 gz43_266758 


F 


M00055167DB05 


UC2-ColonMctLivcr 


4929 


.559355 


2032.J19.gz43 266759 


F 


M00055!69B:F04 


UC2-Co!onMctI.ivcr 


4930 


551693 


2032.M19.gz43_266762 


F 


M00055172D:F12 


UC2-ColonMctLivcr 


4931 


323165 


2032:E20.gz43_266770 


F 


M00O55162C:GO3 


UC2-ColonMetLiver 


4932 


558981 


2032.O20.gz43_266780 


F 


M00055178A:C07 


UC2-ColonMetLiver 


4933 


561507 


2032.C21.gz43_266784 


F 


M00055161A:C02 


UC2-ColonMetLiver 


4934 


555883 


2032. E22.gz43_ 266802 


F 


M00055 1620301 


UC2-CoIonMctLivcr 


4935 


559088 


2032.O22.gz43_266812 


F 


M00055178A:D03 


UC2-ColonMetLiver 


4936 


558395 


2032.C23.gz43 .266816 


F 


M00055161A:E05 


UC2-ColonMetLiver 


4937 


447386. 


2032.D23.gz43_266817 


F 


M00055161D.H03 


UC2-ColonMetLiver 


4938 


450566 


2032.L23.gz43. .266825 


F 


M00055171C:C01 


: UC2-ColonMetLiver 


4939 


561918 


2032.E24.gz43_266834 


F 


M00055162D:G04 


UC2-ColonMctLivcr 


4940 


•559389 


2032 G24.gz43_266836 


F 


M00055165A:F05 


UC2-ColonMetLiver 


4941 


555202 


2032.M24.gz43_266842 


F : 


M00055174AiI12 


UC2-ColonMetLiyer 


4942 


559752 


2032.N24.gz43_266843 


F 


M00055i76D:H01 


UC2-ColonMetLivcr 


4943 


478511 


2041.B01.gz43_266847 


F 


M00055181BA10 


UC2-ColonMetLiver 


4944 


456517 


204l.D01.gz43 266849 


F 


M00O55183A:C06 


UC2-ColonMetLiver 


4945 


557895 


2041.HOI.gz43_266853 


F 


M00055I87D:G11 


UC2-ColonMetLiver 


4946 


561975 


204l.A02.gz43_266862 


F 


M00055179AG08 


UC2-ColonMetLiver 


4947 


557714 


2041.D02.gz43 266865 


F 


M00055183A:E10 


UC2-ColonMetLivcr 


4948 


550874 


2041.K02.gz43_266872 


F 


M00055192CE04 


UC2-ColonMetLiver 


4949 


539142 


204 l.L02.gz43 266873 


F 


M00O55193C:Cll 


UC2-ColonMetLiver 


4950 


549911 


204 1 . M02 .gz43_266874 


F 


M00055194D:C05 


UC2-ColonMetLiver 


4951 


561830 


2041.N02.gz43 _266875 


F 


M00055195C.H05 


T T/~^^\ 1 A K' i.T ' 

UC2-ColonMetLiver 


4952 


479851 


2041.A03.gz43_266878 


F 


M0OO55179A:Hll 


UC2-ColonMetLiver 


4953 


549472 


2041.B03 gz43_266879 


F 


M00055181B:E06 


UC2-ColonMetLivcr 


4954 


561687 


2041 F03.gz43_266883 


F 


M00055185DA02 


UC2-ColonMetLiver 


4955 


504880 


204l.L03.gz43_266889 


F 


M00055193C:E10 


Ue2-ColonMetLivcr 


4956 


558212 


2041 E04.gz43_266898 


F 


M00055184C:C07 


UC2-ColonMetLiver 



190 



Table? 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


4957 


559050 


2041.A05.gz43_266910 


F 


M00055179B:D05 


UC2-ColonMetLiver 


4958 


554520 


2041.C05.gz43 266912 


• F 


M00055182A:D07 


UC2-ColonMetLiver 


4959 


409612 


204l.E05.g/.43 266914 


F 


M00055184C.D02 


UC2-ColoiiMctLivcr 


4960 


488613 


204I.J05.gz43_2669I9 


F 


M00055I9IBA10 


UC2-ColonMetLiver 


4961 


558326 


2041.K05gz43_266920 


F 


M00055192C:H06 


UC2-CoIonMetLiver 


4962 


555394 


204l.F06.gz43-_266931 


F* 


M00055185D:D11 


UC2-ColonMetLiver 


4963 


559610 


2041.H06.gz43 266933 


F 


M00055188A.G11 


UC2-ColonMetLiver 


4964 


560080 


204U06.gz43_266934 


F 


M00O55189B:B12 


UC2-ColonMetLiver 


4965 


555742 


204l.N06.gz43_266939 


F 


M00055195D:B10 


UC2-ColonMetLiver 


4966 


460727 . 


2041.P06.gz43 266941 


F 


M00055198A.E05 


UC2-CoionMetLiver 


4967 


476199 


2041. B07.gz43 266943. 


:F'- ; - 


M00055181C:B07 


UC2-ColonMetLiver 


4968 


516484 


2041.G07.gz43_266948 


F 


M00055187A:F02 


UC2-ColonMetLiver 


4969 


187704 


2041.H07.gz43 266949 


F. 


M00055188A:HIO 


UC2-ColonMetLiver 


4970 


559000 


204 l.A08.gz43_ 266958 


;•• f 


M00055179B:G07 


UC2-ColonMetLiver 


4971 


553002. 


204 l.B08.gz43 .266959 


:: F 


M00055181C:B12 


UC2-CbIonMetLiver 


4972 


226324 


2041.C08.gz43 266960 


E : 


M00055182B.C07 


UC2-ColonMetLiver 


4973 


562840 


2041.D08.gz43_26696l 


F 


M00055183C:A02 


UC2-ColonMetLiver 


4974 


561513 


2041.E08.gz43_266962 


F 


M00055184C:F01 


UC2-ColonMetLiver 


4975 


477046 


2041.F08.gz43_266963 


F 


M00055185D:F07 


UC2-ColonMctLiver 


4976 


492627 


2041G08.gz43_266964 


F 


MOO055187A:FO6 


UC2-ColonMetLiver . 


4977 


559262 


2041 H08.gz43_266965 


F 


M00055188B:E06 


UC2-ColonMetLiver 


4978 


561513 


2041.B09.gz43_266975 


F 


M00055181C:C09 


UC2-ColonMctLiver 


4979 


556632 


2041.C09.gz43_266976 


F 


M00055182B:F05 


UC2-ColonMetLiver 


4980 


552629 


204I.G09,gz43 266980 


F 


M00055187A:G02 


UC2-ColonMetLiver 


4981 


549304 


2041.M09.gz43 266986 


F 


M00055195A:B08 


UC2-ColonMetLiver 


4982 


550652 


2041.N09.gz43_266987 


F 


M00055195D:E11 


UC2-ColonMetLiyer 


4983 


490154 


204 l.P09.gz43. .266989 


F 


M00055198B.H08 


UC2-ColonMctLivcr 


4984 


559383 


2041 A 10.gz43. 266990 


F 


M00055179CF1 1 


UC2-ColonMetLiver 


4985 


• 502343 . 


2041.F10.gz43_266995 


F 


M00055185D.H0I 


UC2-Co!onMctLivcr 


4986 


413915 


2041.110.gz43_266998 


F - 


M00055189C:C01 


UC2-ColonMctLivcr 


4987 


49559.1 : 


2041.L10.gz43_267001 


F 


M00055194AA01 


UC2-ColonMetLiver 


4988 


481231 


2041.O10 ; gz43_267004 


F 


M00055196D:F07 


UC2-ColonMetLiver 


4989 


559710 


2041.All.gz43_267006 


F 


M00055179C:H02 


UC2-ColonMetLiver 


4990 


562569 


2041.Bll.gz43_267007 


F 


M00055181C/.D06 


UC2-ColonMetLiver 


4991 


552629 


2041.Fll.gz43_267011 


1 •' F ' 


M00055186A.D04 


UC2-ColonMetLivcr 


4992 


560003 


2041.Kll.gz43 267016 


F 


M00055193AA08 


UC2-ColonMetLiver 


4993 


550704 : 


2041.Mll .gz43 267018 


■ F 


M00055195A.C10 


' : UC2-ColonMetLiver 


4994 


562569 


2041.01 1.gz43 267020 


F 


M00055196D:H02 


UC2-ColonMetLiver 


4995 


561963 


204 1.D1 2. gz43 267025 


F 


M00055183C:D07 


UC2-ColonMctLivcr 


4996 


.557867.: 


204l.F12,gz43 267027 


F 


M00055186A:E08 


UC2-ColonMctLiver 


4997 


143218 


204l.M12.gz43_.267O34 


F 


M00055195A:E07 


UC2-ColonMetLiver 


4998 


495074 


2041'.N12.gz43__267035 


F 


M00055196A:C04 


UC2-ColonMctLivcr 
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Table 2 



CCA 

in 

NO 


UJLUo 1 JtiJS 


OC^ IN/V1VI.C - ' 


:NT ■ 


i^LUINe, ID • 


T TDD A T>X7 r 

LIBRARY 


4999 


560213 


204 1 . J 1 3 .gz43_267047 


F 


M00055191DX05 


1 UC2-ColonMetLiver 


5000 


558413 


204 1 X 1 3 .gz43_267049 


F 


M00055194A:E07 


UC2XolonMetLiver 


5001 


551977 


204 1 N 1 3 ; gz43_26705 1 


F 


M00055196A:EOL 


UC2XolonMetLiver 


5002 


558582 


204LE14.gz43_267058 


F 


M00055185AX11 


UC2XolonMetLiver 


5003 


549665 . 


204 1 .H14.gz43_26706 1 


F 


_M00055188C:F08 


UC2-ColonMctLiver : 


5004 


451544 


204 1 K 1 4 gz43_267064 


F 


M00055193AX06 


UC2-ColonMetLiver 


5005 


450623 


204LM14.gz43_267066 


• F 


M00055195B:B09 


UC2-ColonMetLiver 


5006 


551855 


204LGi5.gz43_267076 


F 


M00055187CX02 


UC2-ColonMetLiver 


5007 


2284 


204LIl5.gz43_267078 


F 


M00055190A:A05 


UC2XolonMetLiver 


5008 


559883 


2041J15.gz43_267079 


F 


M00055192A:A09 


UC2-ColonMetLiver 


5009 


614369 


204 1.M15 .gz43 267082 


F 


M00055195BX04 


UC2-ColonMetLiver 


5010 


553237 


204 1 .N 15 gz43_267083 


F 


M00055196A:H07 


UC2-ColonMetLivcr 


5011 


559883 


204 1 El 6:gz43_267090 


F 


M00055185B:B01 


UC2-GolonMetLiver 


5012 


.481136 


2041 F16.gz43_267091 


F 


M00055186C:A02 


UG2-ColonMetLiver 


5013 


559885 


204 1 .0 1 6 .gz43_267 1 00 


F 


M00055197B:A10 


UC2-GolonMctLiver 


5014 


551415 


204 LP 1 6.gz43_267 1 0 1 


F 


M00055198D:A12 


UC2XolonMetLivcr 


5015 


561351 


204T.B 17gz43_267 103 


F 


M00055181C:H01 


UG2-CoIonMetLiver 


5016 


556881 


.204 LC 17.gz43_267 1 04 


F 


M00055182C:E09 


UC2-ColonMetLiver 


5017 


549588 


204 1 G 17.gz43_267 1 08 


F 


M00055187C:E07 


UC2-GolonMetLiver 


5018 


365634 


204 1 :N 1 7gz43_267 1 15 


F 


M00055196B:A09 


UC2-ColonMetLiver 


5019 


5.56343 


204LP17.gz43_267117 


F 


M00055198D:B08 


UC2-ColonMetLiver 


5020 


624044 


204LK18.gz43_267128 


F 


M00055193B:A08 


UG2-ColonMetLiver 


502 1: 


562336 


204LNI8:gz43_26'7131 


F 


M00055196BX06 


UC2-ColonMetLiver 


5022 


557935 


2041.D19.gz43_267137 


F 


M00055184A:G02 


UC2-ColonMetLiver 


5023 


557298 


204LG19.gz43_267140 


F 


M00055187D;A08 


UC2XolorxMetLiver 


5024 


559146 


2041 .H19.gz43_267 141 


F 


M00055188D.D05 


UC2-ColonMetLiver 


5025 


455814 


204LI19.gz43_267142 


F 


M00055190A:F11 


UC2-ColonMetLiyer 


5026 


549829 


2041. A20.gz43_267 150. 


F 


M00055181A:E01 


UC2-ColonMetLiver 


5027 


473742 


204 LB2 1 .gz43^267 1 67 


F 


"* /AAA r r 1 A 1 i\ F 

M00055181D:D05 


UC2-ColonMetLiver 


5028 


559333 


204LC2Lgz43_267168 


F 


M00055182D:E06 


UC2-ColonMetLiver 


5029 


559825 


2041.H21.gz43_267173 


F 


M00055188D.H03 


UC2-ColonMetLiver 


5030 


625988 


2041.021 gz43_267 180 


F 


M00055197C:D10 


UC2-GolonMetLiver 


5031 


491260 


204LP2Lgz43 267181 


F 


M00055198D:G03 


UC2-ColonMetLiver 


5032 


557644 


204LA22.gz43_267182 


F 


M00055181A:G02 


UC2-ColonMetLiver 


5033 


411113 


204LE22.gz43_267186 


F 


M00055185C:B01 


UC2-ColonMetLiver 4 


5034 


557961 


204 1X23 :gz43_267200 


F 


M00055l82D:H08 


UC2-ColonMetLiver 


5035 


r r ai r\A 

559194 


ZU4 1 . Az4 .gZ4o ZD 1 L 14 


r 






5036 


558463 


2041.H24.gz43_267221 


F , 


M00055189A:C11 


UC2-ColonMctLiver 


5037 


560859 


2041.124.gz43_267222 


F 


M00055190C:G08 


; UC2XolonMetLiver 


5038 


.456697 


2041.N24.gz43_267227 


F 


M00055196C:B07 


UC2-ColonMetLiver 


5039 


559127 


2054.E01.gz43_267234 


F 


M00055288B:D01 


UC2-ColonMetLiver 


504Q 


559460, 


2054.L01,gz43_267241 


, F 


M00055300CF1 1 


UC2-ColonMetLiver 
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SEQ 
ID 
NO 


CLUSTER 


V.-; ; ;^;;>f.V ;^y/.Wf : ;' : \' v 
SEQ NAME 


OKIE 

NT. 


CLONE ID 


: LIBRARY V 


5041 


? 624133 


2054.M03.gz43 267274 


F 


M00055302B:B10 


UC2-ColonlVIptT .ivpr ' 


5042 


. 1079 . 


2054.M05:gz43_267306 


F 


M00055302B:F07 


UC2-ColonMetLivor 


5043 


559113 


2054.A07.gz43_267326 


F 


M00055282A:A01 


UC2-ColonMetLiver 


5044 


500337 


2054J13gz43_267431 




M00055297D:C02 


UC2 -ColonMetLiver 


5045 


558730 


20.54.E14.gz43_267442 


F 


M00055288D:A03 


UC 2 -ColonMetLiver 


5046 


561779 


2054.11 4.gz43^267446 


F 


M00055296A.C05 


UC2 -ColonMetLiver 


5047 


397581 • 


2054.H17.gz43_267493 


F 


M00055294B:C03 


UC2-ColonMetLiver 


5048 


5,60420 


2054.Q18.gz43_267516 


F 


M00055305C:D08 


UC2-ColonMetLiver 


5049 


559728 


2054.C19.gz43_ 267520 


F 


M00055286A:H08 


UC2-ColonMetLiver 


5050 


559531 


2054,H20.gz43_26754 1 


F 


M00055294B:G01 


UC 2 -ColonMetLiver 


5051 


23961 


2054.K20.gz43_267544 


F 


M00055300A:B06 


UC2-CoIonMetLiver 


5052 


558446 


2054.12 i.gz43 2675 5 8 


F 


M00055296C:E08 


UC2-ColqnMetLiver 


5053 


562236 


205 5. KOI .gz43_267624 


F 


M00055323D:A12 


UC 2 -ColonMetLi ver 


5054 


559776 


2055.NO 1 .gz43_267627 


F 


M00055330D:H12 


• UC2-ColonMetLiver 


5055 


559574 


2055 J04.gz43_26767 1 


F 


M00055322C:G11 


UC2-ColonMetLiver 


5056 


558890 


2055:105 .gz43_267686 


F 


M00055321B:B10 


UC2-ColonMetLiver • 


5057 


.552673 


2055 . J05 gz43_267687 


F 


M00055322D:A01 


UC2-ColonMetLiver 


5058 


446900 


2055.J07.gz43 267719 


F 


M00055322D:C12 


UC2-ColonMetLiver 


5059 


559112 


2055.eO8.gz43_267728 


F 


M00055312A:D11 


UC2-ColonMetLiver 


5060 


440707 


2055.C09.gz43_267744 


F 


M00055312A:E10 


UC2-ColbnMetLiver 


506 1 


555359. 


2055.F 1 2. gz43 267795 


F 


M00055317OD04 


UC2-ColonMetLiver 


5062 


472188 


2055.P12.gz43 267805 


F 


M00055335D:A03 


UC2-ColonMetLiver 


5063 


617813 


2055.E13.gz43 267810 


F 


M00055315C:A09 


UC2-ColonMetLiver 


5064 


559027 


2055.11 3.gz43 267814 


F 


M00055321D:C12 


UC2-ColonMetLiver 


5065 


448677 


2055.K13.gz43 267816 


F 


M00055324C:H10 


UC2-CoIonMetLiver 


5066 


555277 


2055 .K 1 5 .gz43_267848 


F 


M00055324D:B02 


UC2-ColonMetLiver 


5067 


560538 


; 2055:Oi6.gz43_267868 


F 


,M00055334C:E11 


UC2 -ColonMetLiver 


5068 


560369 


; 2055.D17.gz43_267873 


F 


M000553i3D:E10 


UC2~ColonMetLiver 


5069 


559794 


2055.G19.gz43 267908 


F 


M00055319B:H06 


UC2-ColonMetLiver 


5070 


138470 


2055-.B20.gz43_26.79 19 


F 


M00055310B:E02 


UC2-ColonMetLiver 


5071 


558105 


2055H20.gz43_267925 


F 


M00055320D:E09 


UC2 -ColonMetLiver .. 


5072 


473343 


2055.K2 1 .gz43_267944 


F 


M00055325A:E12 


UC2-ColonMetLiver 


5073 


554176 


2055.02 l.gz43_267948 


F 


M00055334D:G07 


UC2-ColonMetLiver 


5074 


477757 


; 2055.E22.gz43 267954 


F 


M00055316B:B10 


UC2-ColonMetLiver 


5075 


553709 


2055 G22'gz43_267956 


F 


M00055319C:C03 


UC2-ColonMetLiver 


5076 


554585 


2055.K22.gz43_267960 


F 


M00055325A:H02 


UC2-ColonMetLiver 


5077 


451429 


2055.N22.gz43 _267963 


F 


M00055333C:F12 


UC2-ColonMetLiver 


5078 


551811 


, 2055.A23.gz43_267966 


F 


M00055308D:C09 


UC2-ColonMetLiver 


5079 


62458 


2055.C23.gz43i267968 


F 


M00055312D.A09 


UC2 -ColonMetLiver 


5080 


551912 


2055.D23.gz43_267969 


F 


M00055314B:G07 


UC2-rColonMetLiver 


5081 


552857 


2055. G23.gz43 267972 


F 


M00055319C:C07 


UC2-ColonMetLiver 


5082 


555349 


2055.N23.gz43_267979: 


F 


. M00055333C:H07 


UC2-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


. SEQ NAME 


ATI TT -1 

OKIE 


CLONE ID 


LIBRARY 


5083 


560259 


2056.F01.gz43_268003 


F 


M00055343D:C12 


UC2-CdloriMetLiver 


5084 


550063 


2056.G01:gz43_268004 


F 


M00055344DA09 


UC2-CoionMetLiver 


5085 


560544 


2O56.M01.gz43_268010 


F 


M00055352B:E06 


UC2-CoionMetLiver 


5086 


561108 


2056.P01.gz43 268013 


F : ' 


M00055356C:H02 


UC2-ColonMetLivcr 


5087 


512014 


2056L02.gz43_268025 


F 


M0005535IB:H12 


UC2-ColonMetLiver 


5088 


627386 


2056.D03.gz43; 268033 


F 


M00055341C:F04 


UC2-ColonMetLiver 


5089 


.561124 


2056.E03.gz43_268034 


F 


M00055342C:H06 


UC2-ColonMetLiver 


5090 


418482 


2056.H03.gz43_268037 


F 


M00055346A:E12 


UC2-ColonMetLiver 


5091 


558562 


2056A04 gz43_268046 


: - F 


M00055336D:B03 


UC2-GolonMetLiver 


5092 


551912 


2056.B04.gz43_268047 


F 


M00055338C:F03 


UC2-ColonMetLiver 


5093 


552669 


2056.D04 gz43_268049 


F 


M00055341C:G12 


UC2-ColonMetLiver 


5094 


559857 


2056.J04.gz43 268055 


F 


M00055348D:A01 


UC2-ColonMetLiver 


5095 


557372 


2056.M04:gz43 268058 


F 


M00055352B:H05 


UC2-ColonMetLiver 


5096 


558182 


2056.N04.gz43_268059 


F 


M00055354A:A01 


UC2-ColonMetLiver 


5097 


552430 


2056B05.gz43_268063 


F 


M00055338C:G04 


UC2-ColonMetLiver 


5098 


560932 


2056.F05gz43_268067 


' F . 


M00055343D;G03 


UC2-ColonMetLiver 


5099 


559049 


2056.G05.gz43_268068 


F 


M0()055345A:D05 


; ,• UC2-ColonMetLiver 


5100 


449405. 


2056.C06.gz43 268080 


: F 


M00055340B:C03 


UC2-ColonMetLiver 


5101 


558769 


2056.G06.gz43_ 268084 


F 


M00055345B:B03 


UC2-ColonMetLiver 


5102 


556216 


"2056.K06.gz43_268088 


F 


M00055350A.F01 


UC2-ColonMetLiver 


5103 


553591 


2056.M06.gz43 268090 


F 


M00055352C:A07 


UC2-ColonMetLiver 


5104 


561024 


2056.B07.gz43_268095 


F ' 


M00055338C:H06 


UC2-ColonMetLiver 


5105 


560652 


2056.C07.gz43_268096 


. F ; 


M00055340B:E06 


UC2-CoIotiMetLiver 


5106 


559296 


2056 F07.gz43_268099 


-;F;. 


M00055343D:H04 


UC2-ColonMetLiver 


5107 


560174 


2056P07,gz43_268109 


F 


M00055356D:C11 


UC2-ColonMetLiver 


5108 


552357 


2056.D08.gz43 268113 


F : 


M00055341D;H07 


UC2-ColonMetLiver 


5109 


627139 


2056.E08.gz43 .268 114 


F 


M00055342D:F07 


UC2-ColonMetLiver 


5110 


509505 


2056 H08.gz43_268 117 


F 


M00055346B:G03 


UC2-ColonMetLiver 


5111 


560369 


2056C09.gz43_268128 


F 


M00055340C:D01 


UC2-ColonMeiJLiver 


5112 


559375 


2056.G09.gz43_268132 


F 


M00055345B:F03 


UC2-ColonMetLiver j 


5113 


449927 


2056 K09.gz43_268 136 


F 


M00055350B:B12 


UC2-ColonMetLiver 


5114 


449751 


2056.P10.gz43 268157 


F 


M00055357A:A09 


UC2-ColonMetLiver 


5115 


• 560370 


2056.Cll.gz43. 268160 


F 


M00055340D:D01 


UC2-ColonMetLiver 


5116 


561124. 


2056.Ell.gz43_268162 


F 


M00055342D:H05 


UC2-ColonMetLiver 


5117 


549041 


2056.JU.gz43_268167. 


F 


M00055349A:F07 


UC2-ColonMetLiver 


5118 


560695 


2056.K11 gz43_268168 


F 


M00055350B:D09 


UC2-ColonMetLiver 


5119 


471712 


2056.Nll.gz43 268171 


F 


M00055354A:G1 1 


UC2-ColonMetLiver 


5120 


448285 


2056.F12.gz43_268179 


F 


M00055344A:G1I 


Ue2-ColonMetLiver 


5121 


561068 


2056.N12.gz43 268187 


F 


M00055354A:H08 


UC2-ColonMetLiver 


5122 


562883 . 


2056. B.13:gz43 268191 


•;-F'- ; 


M00055339B:D10 


UC2-ColonMetLiver 


5123 


.560717 


2056.C13.gz43_ 268192 


F • 


M00055340D:F08 


UC2-ColonMetLiver 


5124 


.560199 


2056.EI3.gz43_268194 


F 


M00055343A:C09 


UC2-ColonMetLiver 



194 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


•. ' . SEQ. NAME " * • 


ORIE 
NT 


CLONE ID 


1 TRR ARY 


S 1 9^ 

3 1Z3 


61 87 1 1 

. D 153 1 1 


9056 Fl 7 ov47 9681 Q5 




1V1UUU33 344JD ./\ 1 Z 


Tiro rAi««A/r Q tT ' , _ „ 
ui^z-LolonMetJLiver 


^ 1 96 
J 1ZO 


4333 ly 


9056 Ml 7 a-rA'X 968909 

ZU JO.lVl 1 J .git J ZOOZ.UZ 


F 
r 


lvlUUU33333Jo.pUV 


UC2-ColonMetLiver 


S 1 97 


471 979 

4 /• 1 z / Z 


9056 HI 7 0^47 968904 


F 


Mnnn < \^7 < \6 a Rn6 

JV1 UUU3 3 3 3 0/\. Jt>UO 


. T TP9 P/^lA*-»\/to+T iiror 

u Vs£ -coionjvieti^i ver 


5 1 98 


569 576 
30Z3/0 


ZUJO.U 1 4.^Z i f3 ZOOZU7 


F 


]VTnnn^7zt9 a Fn8 

iVl U U U3 3 3 4Z J\ .XZrU p 


u z oioium et i^i ver 


^ 1 9Q 

j izy 


696061 
OZOUOl 


OflSA HI A rr-747 9^8990 
ZU30.\y 14.gZ43 ZOOZZU 


■ 'F' 
r 


iV1UUU33330z\.jUU4 


UKsZ oion i viet JL> i ver 


^ i 70 

3 13U 


558867 


90^/^ A 1 S \y^A^ 9^8999 
ZU3 0.r>l 3. jgZ^f 3 ZOoZZZ 


F 


jvfnnn^s777F>R 1 n 

J.V1UUU3 3 3 3 / JL/ . Jp 1 U 


u c z oionivieiju i ver 


5 1 71 

ji j i 


557875 
JJJO / 3 


90^ kT 1 S a^d^ 9AS979 
Zl/30.iVl3.gZ43^ZOoZ3Z 


F 


Mnnn^s7^op r^i i 

iVlUuU3333Uv^.vjri 1 . 


ucz-i^oionivierjuiver 


5 1 79 


030303 


9fK£ ni rr-7-47 9AS97^; 

ZU30.Vy JL3.gZ43_ZpoZ30 


F 


IVl UUU3 3 3 3 0/V . UU V 


u L/ z ~ oioruvtet Jul ver 


^ 1 7 7 
3 133 


A5700/I 

433UU4 


ZU30.rV 1 D.gZ4-3 ZpOZJo 


F 

*■ ■ 


i\/f ftOfK 5 7 7 8 A ■ A 09 
1V1U U U 3 3 3 3 o /V . /\U Z 


u i^/ z - o lomvieiJbi ver 


^ 1 7/1 
3 IjH 


558657 


ZU3 p. l_/ ID. gZ43 ZDOZ4U 


F 
r 


M000S^7/1 1 R- AO 1 
J.Y1UUU3334 1 JO./\U 1 


u z t oionivicLJui ver 


3 133 


^£0868 
3pUoOo 


9fK£ P 1 £ cr-z/n 9^8949 
ZU30.jL!,10.gZ43 ZOoZ4Z 


F 
r 


MO00^S747 A n07 
IYIUUU33343/V.VJV3 


u z - o ionivieiJL/1 ver 


^ 1 76 

3 1 jO 


551 705 

33 1 3U3 


9H^^ C\\fs rr-7-47 7(\<klAA 
ZU3D.^JlD.gZ43 ZD0Z44 


F 

T 


M000^S7dSn- AO/1 
1V1UUU J J 343 U .r\\J L f 


u z - oionivietJL/i ver 


5 1 77 

3.1 .3/ 


55qooa 

33VUU4 


ZU3_p.Jrl lD.gZ43 ZOoZ43 


r 


M000SS747 A JP07 
lVlyWU3334 f J\.\_,\J2 


1 IP9 rnlnnMptT ix/^r 

ua^ z oiouivieiJLii ver 


^ 1 78 

3 1 jo 


978TA6 
Z36 140 




F 


M000SS7S4P P19 

1V1UUUJ JO J^K^y. IZ 


TTP9-Po1nnMptT ivpr 


^ 1 7Q 
3 13y 


55QQ71 
33W / 1 




F 


MO 00 S S 7 7 8 A - A 07 


lTr , 9lPn1nnM^tT ivpr 


S 1 ACi 
3 14U 


55QQ67 
33W03 


90^^ T17 ot4V 96H969 

ZU3D.1 I / .gZHj ZUOZDZ 


F ' 


M000SS748R- A09 


\10 Pr»1rvnMr»lI ix/pr 
\Jv^- *w/Oiuiuvicii-fivci 


S1A1 


5AQ781 
34V / o 1 


90^6 017 074^ 96X968 

ZwJO.V/ 1 ' -5^^ ZUoZUO 


■ f 


M000 ^ S ^ S 6 R • R04 


TT(r , 9-Pn1nnMptT ivpr 

U v^Z. - V/UlUIiiVlCl-H V CI 


S 1 A 9 
3 1 4Z 


AO 1 94(i 
4V 1Z4U . 


90S6 Fl 8 07-4^ 96897S 

ZU3D.T 1 0 .gZ.HJ ZOOZ / J 


: F ' 


M000SS144P rOH 

iVIU \J \J J 3 ■? 4 H . v W O 


U v^Z, ■"V>U1UILLV1C/1 J_/I V CI 


5 1 /17 
3 1 43 


33VU0 / 


9A^A 01 8 mAI 968976 
ZU3 O.vJ lo.gZ43 ZOoZ/O 


' • F • 


M000SS7ASFI-n01 
1V1UUU33343 U.1JU i 


TTP9 r*r*1r»nMptT ivpr 

ui^z-\^oionivietJL»iver : 


51/1 A 
3 144 


1 n7 197 

1U3 1Z3 


9n<\6 1 1 8 rr-747 968978 
ZU30.llo.gZ43 ZDoZ / 0 


F 


M000s^7A8RR0S 
IVJLUy U3 3 346 JD . JDU3 


U V^Z rv^01011ivlcll-»l ver 


3 143 


A96AQ8 


90^6 Ml 8 ovA7 968989 
ZU3D.IV1 1 0 .gZ43 ZQOZOZ 


■ F 


MO0O^S7S7P- A05 

1V1UUU33333 V>.AUJ 


T TP9 -C r»1 nnlMptl iupr 
\J \_/ Z -\^VJ1UI11V1CL1j1 vci 


314p 


30UZ34 


9H^^ P 1 Q n-rA'X 968988 
ZU3D.\^ 1 V.gZ43 ZpoZpo 


F 


MOOO^S7A 1 R-P07 
lvlUUU33341x5.\^U / 


u v z - v oi oruvieiJL#i ver 


5 1 Al 
314/. 


/1H7/1 1 Q 
-4U341 V 


9A^A T^IQ rrvAl 96898Q 
ZU3D.1-/ !V.gZ43 ZpoZoV 


F " 

• Jr 


M000^S749R-r , 08 
1V1VJUUJ J34ZX5.\^UO 


U VxZ lUlllVJlClJLvl VCI 


51 /is 

3 14o 


4UUU4 / 


9H^^ F1Q rrT/17 9689Q0 
ZU30.1i iy.gZ43 ZOoZVU 


F 


M000^S747PR1 1 


U \^ Z - Ol UXliVlCLl-fl V CI 


SI AO 
3 14y 


33VUV3 


9H^6 O10 ci-rA^k 9689Q9 
ZU30.LT1 V.gZ43 ZOoZVZ 




Mooo^s7A5rv*ni i 

1V1UUU33343 JL/.JL/ IZ 


TTP9-r i n1oriMptT ivpr 
. L/v>Z~\^UlUIJiVICll-#lVCr 


3 13U 


A C or 1 0 
43 oO lo 


ZU30.J iy.gZ43 ZOoZV3 


Jr 


MOOO 5 ^ 7 4 Or 1 -007 
lVlUUU3334yv^.vJU / 


TTP9 rVJ/*mMptT ii/pr 

u l> z -^oionivietJLfi ver 


3 131 


33ooyU 


ZU3o.rZU.gZ4 3 ZOo3U/ 


• p : • 


iVlUUU33344C.rUy 


u v> z - v oionivieuLii ver 


3 13Z 


5<07/l£ 
33yz4D 


One/: rjOA rT 7/17 9687H9 
ZU30.vr^U.gZ43 Z053Uo 


F 
r 


MOOO^ ^74 s r>-F09 
iVIUUU3 3343 U . ILSJL 


u l> z - pionivie lju i ver 


3 133 


3OZ04V 


7fi<A T7H <vt/1'2 9/^57 1 1 
ZU30.JZU.gZ43__ZOp3 1 1 


p. 


Moons^7/ibnFri 9 

1V1UUU33 34V V> . Jrl 1 Z 


u z -^oioniviei.JLji ver 


3 154 


30 1 1 lo 


ZU30.AZ 1 .gZ43_ZOOJ lo 


r 


A/ffl0fK<7 78 A Wi H 
MUUU3333oA-a1aU 


u \^z~v^oionivieLijiyer 


3 133 


< <Z. Q 1 1 A 
330334 


/)nCA n9 1 rr-r/17 96879/1 

ZU3o.VjZl.gZ43 Z053Z4 


F 

r 


MOOO ^ 7 /l 5 Fl - PfK 
iVlUUU33343JU.JpU3 


u \^ z - pionivieLJLji ver 


3 13o 


33zZ3o 


OfK£ T99 rr-r/17 9687A9 
ZU30.1ZZ.gZ43_Z0o34Z 


F • 


Mnnn^^7/i8R-F05 

lVlUUU3334oD.r U3 


T Tr'O PnlnnMptl i\/pr 

" u^z-i^uiunivieuL/ivcr 


5 1 57 
313/ 


3PU3 1 1 


9fKA 1^99 rr7zl7 9687A4 
ZU30.r^ZZ.gZ43_ZDo344 


F 


M000S^7^ 1 A POO 
1V1UUU3333 l/V-VUV 


T Tr , 9-.PrSlnnMptT ivpr 

IJV_yZ~V^UlUIllVlCLAjIVCI 


3 13o 


^ Am 1 a 
30U7 14 


9fK6 A 97 rt?A7 9687^0 
ZU30. A.Z3.gZ43 ZOS33U 


F 

Jr 


MOOOSS778R-F06 

1V1UVJU3 3 33 OJj.r UO 


TTPO-PnlnnMpfT iver 


5 1 5Q 
3 13V 


/1Q6/I6fl 


9H^6 FI97 o^AT; 9687S7 
ZU30.lJZ3.gZ43 ZPQ333 


F 


M000SS749PF07 


1 TP9 -CnlnnMptT iver 


3 10U 


/187£97 
45/0Z3. 


ICi^fs M97 07J.7 968767 
ZU30.iNZ3.gZ43 Zpo3D3 


,. 'F : ' 


MOOOS^^SS A- A 1 0 


T Tf ^-rnlnnMptl iver 


5161 


559806 


2056.F24.gz43 268371 


F 


M00055344C:H09 


UC2-ColonMetLiver 


5162 


560088 


2056.G24.gz43_268372 


F 


M00055346A:B01 


UG2-ColonMetLiver 


5163 


556011 


* 2056J24.gz43_268375 


, ■ F ' 


M00055349D:F02 


UC2-ColonMetLiver 


5164 


555095 


2056.L24.gz43_268377 


F 


M00055352B:E01 


UC2-ColonMetLiver 


5165 


558959- 


2056M24.gz43_268378 


F. 


M00055353D:C05 


UC2-ColonMetLiver 


5166 


466887 


2065:M01.gz43_268394 


F 


M00055373C.F05 


UG2-ColonMetLiver 
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table 2 



TO 

• 

NO 


PT T TQTT?P 
UJLUo 1 His 




ORIF 
NT 




T TDD A DV • v ' 

LIBRARY 


5167 


495799 


2065 .C02 .gz43_268400 


F 


M00055360C.C05 


UC2-ColonMetLiver 


5168 


550562 


2065 E02 .gz43_268402 


F 


M00055363A:F07 


UC2-ColonMetLiver 


5169 


523606 


2Q65.H02.gz43_268405 


F 


M00055367D.A05 


UC2-ColonMetLiver 


5170 


549163 


2065.J02.gz43_268407 


F 


M00055370B.F07 


UC2-ColonMetLiver 


5171 


562844 


2065.P02.gz43_268413 


F 


M00055377B:E10 


UC2-ColonMetLiver 


5172 


636651 


2065 F03 gz43_2684 1 9 


F 


* M00055364D:E09 


UC2-ColonMetLivcr 


5 173 


543323 


2G65.M03.gz43_268426 


F 


M00055373C:H10 


UC2-ColonMetLiver 


5174 


556416 


2065 . L04.gz43_26844 1 


F 


M00055372D:C11 


U C 2 -CoIonMet Li ver 


5175 


498509 


2065 M04.gz43_268442 


F 


M00055373D:B08 


UC2-ColonMetLiver 


5176 


376726 


2065 .N04.gz43_268443 


F 


M00055374C:F01 


UC2-ColonMetLivcr 


5177 


559696 


2065. DOS. gz43 268449 


F 


M00055361D.H12 


UC2-ColonMetLivcr 


5178 


484748 


2065.K05.gz43 268456 


F 


M00055371D.B08 


UC2-ColonMetLiver 


5179 


561229 


2065 .005 .gz43_268460 


F 


M00055376A:A08 


UC2-ColonMctLivcr 


5 1 80 


627297 


2065 . A06.gz43 J268462 


F 


M00055358A:F09 


UC2-ColonMetLivcr 


5181 


456469 


2065.C06.gz43 268464 


F 


M00055360C:G11 


UC2-CoionMetLiver 


5182 


552031 


2065J06.gz43_268471 


F 


M00055370C:D02 


UC2-ColdnMetLiver 


5183 


527410 


2065.G07.gz43_268484 


F 


M00055366D:G10 


UC2-CoionMetLiver 


5184 


556959 


2065. 107.gz43 268486 


F 


M00055369A:H08 


UC2-ColonMetLiver 


5185 


501534 


2065.B08.gz43_268495 


F 


M00055359C:H09 


UC2-CoionMetLivcr 


5186 


91178 


2065.E08.gz43 J268498 


F 


M00055363C:E02 


UC2-CoIonMetLiver 


5187 


461325 


2065.P08.gz43_268509 


F 


M00055377C:G01 


UC2-ColonMetLiver 


5188 


561485 


2065 A09 .gz43_2685 1 0 


F 


MO0O55358B:C01 


UC2-ColonMetLiver 


5189 


557783 


2065 :I09.gz43_2685 1 8 




M00055369C:D04 


UC2-ColonMetLiver 


5190 


474580 


2065 .009 .gz43_268524 


F 


M00055376B:A03 


UC2-ColonMetLiver 


5191 


450637 


2065 .P09.gz43_268525 


F 


M00()55377C:H08 


UC2-ColonMetLiver 


5192 


504167 


2065/N10.gz43_268539 


F 


M00055374P:G09 


UC2-ColonMetLiver 


5193 


561279 


2065 .0 1 0.gz43_268540 


F 


M00055376BA11 


UC2-ColonMetLiver 


5194 


451124 


2065 :B1 Lgz43 268543 


F 


M00055359D:G12 


UC2-ColonMetLiver 


5195 


558412 


2065 .D 1 1 .gz43_268545 


F 


M00055362C:B06 


UC2-ColonMetLiver 


5196 


558334 


2065. F 11 .gz43_268547 


F 


MQ0055365C.D12 


UC2-ColonMetLiver 


5197 


552265 


2Q65.KU.gz43_268552 


F 


M00055372A-H02 


UC2-ColonMctLiver 


5198 


555796 


2065. Ml l.gz43 268554 


F 


M00055374A:B11 


UC2-ColonMetLiver 


5199 


558507 


2065. Nl Lgz43 J268555 


F 


M00055374D:F10 


UC2-ColonMetLiver 


5200 


453846 


2065.011 gz43_268556 


F 


M00055376B.B01 


UC2-ColonMetLiver 


5201 


556430 


2065 .GI2.gz43_268564 


F 


M00055367A:B11 


UC2-ColonMetLiver 


5202 


549984 


2065J12.gz43_268567 


F 


M00055370D.F06 


UC2-ColonMctLiver 


5203 


561825 


2065.r 13.gz43_zo85/y 


■ c ■ 
r 


MUUL)55365C.r 1 1 


u LZ-coioruviet-L'iveF 


5204 


560959 


2065.J13.gz43_268583 


F 


M00055370D:H07 


UG2-ColonMetLiver 


5205 


636876 


2065 M13.gz43_268586 


F 


M00055374A:E01 


UC2-ColonMetLiver 


5206 


562801 


2065P13gz43_268589 


F 


M00055377D:F12 


UC2-ColonMetLiver 


5207 


559675 


2065.D14.gz43_268593 


F 


M00055362C:G08 


UC2-ColonMetLiver 


5208 


.632260 


2065.K14.gz43_268600 


F 


M00055372B:E01 


UC2r Colon MetLivcr 
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Table 2 : 



SEQ 
ID 
NO 


CLUSTEF 


SEQ NAME 


ORIE 
NT 


CLONE ID 


LIBRARY 


5700 

JZU.7 


400708 


7065 T 14*o747 768601 

ZWOJ ,JL» IH-.^ZH-J ZUOUUL 




M00055777P- A00 

1V1UUUJ J J / JD.AU" 


vj \^z -L,oionjvietivi ver 


57 10 
1 u 


550878 


7065 R1 5 r>741 768607 


V 


M000 5 5 7 50D HO 7 

i VI \J KJ \J J J J J IV . F1U Z 


u o z - v oiomvie ti4 ve r 


57 11 


550077 


7065 P 15 074-7 768608 


.i. 


M00055^61 AP01 


uv^ vuionivietJLriver 


57 17 


556850 


7065 F15 07&T> 76861 1 


r 


M00055166A R04 


u V/ z - v^oiGiuvie iFii ver 


57 17 

JZ 1 J) 


•508515 


7065 1 1 5 rr/47 768615 

ZUOJ. J lJ.gZTO ZyOOl J 


'■ ' F 


M00055771 A-R05 

IVIUUUJ J J / I.tIl-IjUJ 


u\^z-\^GioiLiviciFfiver 


I*t 


465610 

. rtUJO 1 U 


7065 A 17 07-41 768618 


F 
r 


M000 5 5 7 5 8 D Tt04 

IV1UUU J J J J O Ly . VJUt 


VJV>Z ~\>iJLULII.VLCLF/iVCr 


57 1 5 


467704 


7065 PI 7 o747 768647 


r 


M00055764R-n01 

1V1UUU J J JO t TJp. UU 1 


. VJV^Z-\^ULUIllYlCLJL/LVer 


57 16 


551551 


7065 F17 a747 768647 


■ r . 


M0005 5 ^ 66 A H08 


IJ v^Z ULULIiYICLI_/IVCL 


571 7 
JZ 1 / 


550067 


7065 F1 8 a?-41 768658 

ZUUJ.JD1 p.gZtJ Z.UODJO 


:-F 


TVf 000 5 5 164R F 1 0 


TTP7-Pn1nnMf>tT ivpr ^ 


57 18 

JZ 1 p 


567077 
JOZUZ / 


7065 T18 0747 768667 


F 


M00055171 AFflO 


TTP7-Pn1nnMptT ivpr 

UV/Z "VxUlULllVICLJUl VvVl 


57 1 Q 

J/17 


561 868 

JO 1 oUO 


7065 K ] 8 0747 768664 

ZUOJ .XVI O -gZH- J ZUOUvJH' 


p 
r 


M00055^77R-F 1 1 
iviuuu j j j / zu.r 1 1 : 


TTP7-PnlnnMpfT ivpr 

Uv-Z V>ULULL1VICIJLj1 Vt/l 


577fr 
JZZU 


561 61 n 

JU ID IU 


7065 1 1 0 o 7 47 768670 

ZUOJ .J 1 v.gZHr J ZOOO /7 


F 


M0005577 1 R-nOI 
lyiyuuJJj / ld.ukj i 


T TP 7-Pnl hriMptT i vpr 

UVZ V^UlULUyLCLJUL VC1 • 


577 1 

JZZ jl 


567565 


7065 Ml 0 0747 768687 
ZUOJ .1V1 1 j/.gZ'+J zopuoz 




M00055774RH05 


TTP7-Pr»lr»nlVfptT ivpr 


5777 


775456 
ZJJ'^OO 


7065 P1Q rr>47 768685 
ZUOJ .Jr. l".gZH J ZOoOoJ 


F 


M00055778 A -Rl 7 
1VIUUUJJ J / o/\.jpiz 


■ T [P7-Pn1rmlV/fptT i\/pr 
ULZ-V^ OlOILLVIC l-L/l V CI 


5777 
3ZZJ 


5576 1 5 


7065 P70 rr-747 768688 
ZUOJ .V_,ZU .gZH-J. zooooo 


P 


M00055761 R PI 7 
iviuuuj j jo ir>.F iz 


- T TP 7 ~Pr»1 nn MpfT ivpr 


57 7 A 


574054 


7065 F70 CT747 768600 

ZUUJ. CZU.gZ'+j 


F 


M00055164P R08 

IVIUUU J J J ot \^ . u u o 


T TP7-Pr»lnnMptT ivpr 

IJ\^Z~V t >vJIULI1VLCLI-/LVC1 - 


5 7 7 5 


5 1 1 746 


7065 F70 <rwl7 768601 

ZUOJ .FZU. gZHJ ZO0U7,l . 


p 


M00055766RT04 

IVlUUU J J J OOJJ . \_/ UH 


1 TP7-Pnlr»nlV/fplT ivpr 
U A^Z"-^ULULILVLCLF/1 VyI * 


5776 
3ZZO 


55Q405 


7065 A71 6-747 768707 
ZUOJ ./\Z 1 .gZH- J ZOO/yZ 


' F ' - 


M00055750RF07 

IVIUUU J J J J!?r>.FUJ 


lTP7-PnlonMpfT ivpr 

U V^Z-V^UIUI11V1CLIjI VCL 


5777 
3ZZ / 


5 5G675 
33VO / J 


7065 P7 1 rr-747 768704 
ZUOJ .v^Z 1 .gZ £ +J_ZOo f\)<t- 


p 


M00055761 R-f»08 
IVIUUUJ J JO ID.vJUp 


TTP7 PnlnnlVfptT i^t/pr 
U v^Z~V^QIOI1IVLCLIjL VCI 


577 8 


5 57705 

JJJ /U3 


7065 T71 rr-747 768711 
ZU03 . JZ 1 .gZ't J /ll 


P 


M00055771R-P01 


TTP7 PrJnn IVfptT ivpr 
U v^Z-l^OlUIMVIClIvL VCI 


577Q 

jzzy 


5^\G764 


7065 A/f 7 1 r»-r47 76871 4 
ZUO J .IVIZ 1 .gZ*+3 ZOp / 1H 


P 


M0005 5 7 74R P06 
iviyuujjj / Hij.ruo 


TTP7-Polnn\/lprT ivpr 
u vz-\>oioruvicLi_y i vci 


jZjU 


/! 87non 

4ozUyU 


7H65 M71 fYT47 768715 
ZUO J 4NZ 1 .gZ^f3_ZOo / 1 3 


p 


1^10005 577 5RPT07 
IVIUUUJ 3 J / 3D.F1UZ 


TTP7' PnlnnN/fptT i\^pr 

. u\^z-v^oionivieiJ-jiver 


577 1 


^674 5Q 
30Z43V 


7065 P77 fY?47 768770 
ZU03 .V^ZZ.gZ^f3_ZOo /ZU 


P 
T 


M00055761 TP05 
IVIUUUJ 3 J O 1 v- F/U3 


TTP7 Pr»1r\n\/lptT ix/pr 
U ^Z-l^OlOIliVieLIjl VCI 


5777 
JZJZ 


5 57Q04 


7065 1V77 cr-747 768778 
ZUOJ .JVZZ.gZt^> ZOO/ZO 


F 
r 


M000 55777PF07 


TTP7-Pr>lrinlVrptT ivpr 
U V_^Z -I^UIUIIIVICljLrl VCI . 


5777 


555878 


7065 AT7 7 a^47 76877 1 
ZUOJ .INZZ.gZH-J ZUO/Jl 


F 
r 


M00055775R-H07 

IVIUUUJ JJ ' JD.F1U / 


1 TP7-PolnnMplT ivpr ' 

VJ \^Z.~\^UlUlIIVICt-l-Ji V \ji 


5774 


5 50676 
JJ.VO/p 


7065 A77 rr-r47 768774 
ZU03 .rVZ J .gZH J ZOO/JH- 


P 


M0005575QR-n0Q 

IVIUUU J J J J 7D . VJ U " 


I TP7-Po1r»nMptI ivpr 
U Z - v> OIUI LLVIC L L* 1 V CI 


577 5 

3ZJ3 


505071 


7065 F77 rr-747 768770 
ZU03.rZJ.gZHJ zop/jy 


F 


M00055766P Rl 1 

IVLUUU J J jvjvj V^ .13 1 1 


TTP7-Pn1r\nMptT ivpr 
U ^Z-V_*UIUI1xVICIIjI vex 


5776 
3ZJO 


67458 


7065 J-T77 rr?47 768741 
ZUOJ.rlZ J.gZHJ ZOo/41 


-P 


M 000 5 5 768 D • F07 

IVIUUUJ JJUO IV .JDUJ 


T TP7-Pr»Ir>nMptT ivpr 

IJ wZ~V^UIUIIiV1CL-LjI VCL 


5777 
3ZJ / 


707000 
: , ZU /vJyy 


'7065 H77 rr-747 768748 
ZUOJ -\JZ J .gZ*+ J ZOO /Ho 


F 

F 


M 0005 5 7 77 A ■ R 1 1 

IVIUUUJ J J / I I\.D 1 1 


TTP7-Polr»nMptr ivpr 

.. LJV_/Z-v>UlULliVICLI_<l VCL 


5 77 ft 
JZJo 


4Q 1 67 5 : 
77 I O J3 


7065 A74 rr-747 768750 
ZU03 ./VZ*t.gZHJ ZOO/3U 


p 

r 


M0005 57 SQRH07 

IVIUUUJ JJJ7D .FLU / 


TTP7-Pn1rinlV1ptT ivpr 
U \^ Z " V_^01UIILVICLJLil V CL 


57 7Q 

ozjy 


7 7 07 1 
JZUZl 


7065 F174 rr-747 768757 
ZUOJ.l^Z^f.gZffJ ZOO/JJ 


F 

F 


M00055767 A D07 

IVIUUUJ jjUJn.JUUZ 


TTP7 PnlnnlVfptT ivpr 
\J V-^Z ~ \^-Ul UIILV1C IFj A V CI 


5740 

3ZHU 


44874 1 
*+HO /Hi 


7065 "M74 rr 7 47 768767 
ZU03 4NZ*+.gZH'J ZOOYOJ 


F 


1^000557751^^08 

IVIUUUJ JJ / JV/.LUO 


TTP7-PolrinlVrptT ivpr 

%J V^/Z-\^U1UILIVICL1^1 VCI 


57 A 1 
3Z4 1 


504560 
JU4J0U 


7 07 8 1-10 1 rr-747 76Q071 
ZU / p .rrU 1 .gZH- J ZO7U J 1 


F 


M000470S7RH07 

lVIUUU'+Z y J J D .ly uz 


1 TP 7 -TSIormPnlon 

: Uv J"-l>IUHlIv^Ul.UIl 


5747 
; 3Z4+Z 


516415 
J lO^r 13 


7078 M01 0747 760076 

ZU 10 .iVIU 1 J ZQ-7UJO 


p 

1 


M00047065 A G07 


I TPVNnrmColnn 


5747 
34*+ J 


457Q81 


7078 107 or47 760040 


F 


M00047058RH04 


L7V^^' 1 iiUllllV-^t^lvli 


3Z^- Z f 


5 14504 


7078 T 07 ot47 76005 1 

-ZU / 0 .IjUZ .gZH J Z.U7UJI 


F 


M00047061RF 17 


I TP 1-NnrmColon 


5245 


•45 1 923 


'2078.B03.gz43 269057 


F 


M00042586C:E01 


UC3-NormColon 


5246 


512721 


2078. J03.gz43_ 269065 


F 


M00042958C:D04 


UC3-NormColon 


5247 


512051 


2078.K03.gz43 269066 


F 


M00042960D:C11 


UC3-NonnColon 


5248 


506920 


2078.P03.gz43_269071 


F 


M00042976B:F05 


UC3-NormColon 


5249 


451401 


2078. F04.gz43 269077 


F 


M00042628B:G11 


,, , UC3-NormColon 


5250 


448594 


2078.I04.gz43 ,269080 


F 


M00042955D:H03 


UC3-NonnColon 
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Table 2 



SEQ 
ID 

NO 


PI USTFR 


SFONAME • 

^.LJJLyV^ 1^/O.lVXJLy 


ORIE 
NT 






CO ^. 1 

j2d 1 


452898 


OAOO A/fA/1 ^-»/10 O/COAO/1 

20 /o.MU4.gZ45 20^084 


C 

r 


\ yff A A A /I O A/C ^ "D • Z" 1 A O 

MU0U4z96jr>.O08 


' " T O XT 1 

UC3-NorrnColon 


5252 


c ac/:oa 
5056/9 


OAOO XTA/1 ftT/ll' 0£QAOC 

2U /o.lNU4.gZ43_z6VUoj 


r 


IV /f AAA/1 0 0/^013-17 A 1 

MU0U4zvoyr>.bU 1 


UC3-NormColon 


JZjj 


A C 1 /: 1 Q 

451618 


2U /o.UU4.gZ45__zo9Uoo 


"C 

r 


IV /f A A A A O O 'T • 17 A 1 

MU0U4Zy /zt.rU / 


UL3-NormColon 


5254 


/If 1 O/l 1 

45 1 84 1 


on^o /^Af rwAI 0/COAO/l 

20 /o.vjU J. gz4 J ZoVUy4 


T 


A/f AAA/lOO^ 1 Y\f^f\ZL 


uC3-NormCoion 


5255 


if /i Q AAA 

448090 


OAO0 1AC /V-, /I "3 O/COAO/C 

20 / 8 . 10 5 .gz43 269096 


r 


A if AAA/1 ">0^£ A -Um 

MU0042v5oA.ri0z 


Uw-NormColon 


5256 


A .4 A AAA 

449000 


OAOO ATAC ^■^A'l 0/CO1A1 

20/o.iNU5.gz45_Z6910i 


r 


A/f AAA/4 OO/COIU 1 A 


TIP'] AT^*-^/^^!^** 

UC3--iNormColon 


COCO 

525 / 


37323.9 


• oaoo r\A< \r*-r/lo O^Oi AO 
20/8.UU5.gz43\2o9102 


" ? ' 


Avf AAA/1 OO^O/^-XTAO 

MU0U4zy /2Cr09 


I J C 3 -N ormColon 


COCO 
5258 


ac i oao 

451802 


OAOO r*A/i n-rA1 • O/^O I AO 

zu/o.UU6.gz45_zoyiU / 


r 


A/f AAA/11yCO^I3-t3AO 

MUUU4zoz5r3.£5Uy 


U C 5 -IN ormcoion 


COCA 

5259 


CI ATAC 

<5 1 1 /46 


OAOO 17A/C O/^QIAO 

20 / 8 .bu6.gz43_zoy 108 


tr 
r 


A/f AAA/IO^I ^FV-^AT 

MU0U42o25U.L,U / 


U L, 5 -jn ormCoion 


C O'/C A 

5260 


• C I ZCOO 

5 16522 


20 /8.r06.gz4j ZoV \ UV 


tr 
r 


A/f AAA/1 0/COO/^/m A 

MUUU42o2oC.LrlU 


XT/^«-^%^/^l/^rt 

U v 5 -IN ormColon 


CO/C 1 

5261 


/lOO coo 

4235 /8 


20 /8.J06.gz43_Zoy 1 15 


c 


A/f AAA/IOO^O A -DAT 

MUUU429 j9A.r$U / 


UC5-fNormt>olon 


JZOZ 


.3 13 oop 


AU / o.lLU /.gZ4J_ZOy 1Z4 


r 


D AA/1 0 ^ n • T7A 8 


u c J -in orm L/ oion ^ 


JZ05 


452801 


oms t m r.-7/ii oaq i o i 
zy /o.lu / .gz^j zoyiai 


■• T7 

:■ r . ■ 


A/rnnn/ioQ^'^r^-P 1 1 
iVIUuvJHzVOjIJ.r 1 1 


-, j-iNonriv^oion 


5264 


/I coooc 

452775 


OAOO A/fAO <-+-4A1 T^Om 

20 /8 . MO / .gz43_269 132 


r? . 

r 


A/f AAA/1 TOiCC.r'.TTA/: 

MU00429O5L/.UUO 


U C 5 -IN ormi^oion 


5265 


/| 1 C OO C 

415825 


OAOO fAQ m/ll I^OnO 

20 / 8 .L08 .gz43_z6y 1 3 8 


T7- 

r j 


A/f AAA/1 0 ^OOfVFlAQ 

MUU0425ovy.JJUo 


U L/ 5-fN orrncoion 


5266 


■ ; a a It n A A' 

447904 


OAOO T7AO ^-»/10 O/COI/11 

20 /8.r08.gz45 269141 


■ " 17 '' 

r 


A/f A A A/1 0 /COO F\- 17 1 O 

MUU042p2dL;.r 12 


UL/5-iNormcolon 


CO/CO 

5267 


C 1 A 1 /lO 

514142 


imo THO n-.AI 0£O1/1C 

20 78.J08.gz43_269145 


T7 


A/f AAA/IOO^O A -T7AQ 

MU0U4zyj9A.bUo 


- u U5 -in ormv^oion 


5268 


ao/toa 

92639 


oaoo oaa ~iLAi O/coi 
2078. B09.gz43 269153 


17 

r 


A f A A A A O < O HTi ■ AT 

M0004258 /B.vjO / 


U L/ 5 -in ormt-yOion 


5269 


/I C O I o o 

. 452182 


OAOO fAA ^^,/fO O/'niC/l 

2078. C09.gz43_269 154 


17 


A if AAA/1 O C O^OT^-XTAO 

IV100042 j 89U. r 02 


U C 5 -jN ormColon 


5270 


yl A oo 1 a 

447210 


2U/o.L/G9.gz4J_269153 


r 


A/f AAA /I o/m A-pr\i 


UC3-iNormLoJon 


C OO 1 

5271 


/Tco c aa 

452500 


20/8 .009 .gz43 269 1 66 


T7 


A/f AAA /i Om^D-D 1 A 

M000429 /3B.ol0 


U L/ 5 -JN ormColon 


5272 


452204 


OAOO A 1 f\ . A O OZIAlZTO 

2078 . Al 0.gz43_269 1 68 


17 

r 


A /f AAA /I O C OOT~\.l7AO 

M00042583D.r03 


: . UL/3-NormLolon 


5273 


447025 


OAOO r? 1 A- >w~y1 O O/Cfil 

207 8 .E 1 0.gz43_269 172 


17 


A/f AAA/i O /CO/CD- A n 

M00042626B.A12 


UC3-NormColon 


5274 


A C O O O A 

452324 


oato rin rt-r/ii O/COi O/i 
20 /8.Cjl0:gz43_269 1 /4 


17 


A/f AAA/IOO^O A -TJT1 1 

M 00 042 93 2 A. rl 1 2 


Tin M/Ar»Mr/vlnn 

U L/5 -JN ormi^olon, 


c n c 

■5275 


c /a/*" aa 1 

506901 


O A O O All ~ A O O £L C\ 1 O /< 

2078.A1 l.gz43 269184 


r 


A/TAAA/1 O COOFV-I7 1 1 

M00042583L).r 1 1 


U L/ 5 - JN ormColon 


5276 


C ATI 1 iS " 

507349 


o aoo n 1 .. yi o o/rn i o £ 

. 2078. C 1 1 .gz43 269 1 86 


17 

r 


A /f A A A A O C A AO AO 

M0 0042 5 9 0b .002 


TT/"'0 XT/^^-^/^^.l^*-» 


5277 


452052 


OAOO T^l t ^„4T "l/TAI OA 

2078. Fl l.gz43_269189 


17 


A/f AAA/IOz^O A A '.C 1 1 

M00042629 A. L 1 1 


UC3-JNormLolon 


5278 


£? AAO C O 

500853 


OAOO Z^ 1 1 i ^. /IO O^AI Aa 

2078.Crl 1 .gz43_269190 


T? 

r 


■ A/fAAA/IOACOU. A AO 

M00042952B:A08 


UC3-JNormCoJon - 


5279 


514160 


OAOO' T 1 1 A O O/^AIAO 

2078.J 1 1 .gz43_269 1 93 


*' 17 

r 


A A AA A A O AC A 13 ."E7 1 1- 

M00042959B.E1 1 


UL/3-NorrnColon 


5280 


418340 


OAOO 1 O /i O O/IAOAO 

2078.C12.gz43 269202 


17 

r 


A/f A A A/I O -CO f\f^-f~* AO 

M00042590L. LAJy 


. UC3-iNormL/Oion 


CO O 1 

5281 


A CO 1 yf O 

452142 


OAOO r T 1 O /f O O^TAO AO 

2078 .H 1 2 .gz43_269207 


• r ;•• 


A/f AAA/f 00</1 A -17 A/1 

M000429 54 A.r 04 


UC5-Normv^oion 


cooo 

5282 


451994 


2U/8.112.gz43_269208 


r 


A/f AAA/10O<0 A -T^A£ 

M000429J /A.UUd 




5283 


452615 


OAOO T TO rwAI T/COOAA 

, 2078. J 1 2. gz43 269209 


17 

r 


A/f AAA/i io<nrrr\^ 
M00042y59V.LyUo 


UC5-JNorniL.oion 


COO A 

5284 


/i coo aa 
452899 


2U / 5. K 1 2.gZ45 zoyZ 1 U 


r 


A.yrnnh/ioQ/^0 A-rtn/t 


uU/j-iNorrnv^oipn 


5285 


/I A C A 1. O 

44643 o 


ZU / o .rv 1 5 .gz4 J_zoyzzo 


T7 • 
r 


A^AAA/IOO/iOR- A A"2 


fTP^ "MArmpAl<on 

u ,3 - in o rxn\w/ oion 


:>286 


A CO/I /CO 

452462 


2U/o.lJl4.gz45zoyz5 j 


r 


\yf AAA/1 0^0 AT^-Rn^ 
lVlUUU4ZDZ4JJ.r$UO 


. u^j-iNorrriVwOion 


JZO / 


SI 01 M 


9078 T14 (*74T 769241 


F 


M00042959D A05 


UC3-NormColon 


5288 


508088 


2078B16.gz43_269265 


F 


M00042588A:G10 


UC3-NonnColon 


5289 


452031 


2078.EI6.gz43_269268 


F 


MQG042626D:D 12 


(O-NormCoion 


5290 


513155 


2078.KI6.gz43 269274 


F 


M00042962C:D05 


UC3-NormColon 


5291 


513156 


2078X16 gz43_269275 


F 


M00042964C:D06 


UC3-NormCo|on 


5292 


452695 


2078:N16.gz43_269277 


: F 


M00042970D:D02 


UC3-NormColon 
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Table 2 . .' ■ " ; ' .' , :*, 



'cpn" 

ID , 
MO 


pT T TCTCD 


.,■ otil^ INAMt!, 


NT 

.ll 1 




LIBRARY 


5293 


448332 


2078.J17.gz43_269289 


F 


M00042960A:B10 


UC3-NormColon' 


5294 


513168 


2078 .L 1 7.gz43 26929 1 


F 


M00042964C:D10 


UC3-NormColon 


5295 


510717 


2078 N 1 7 igz43_269293 


F 


M00042971A:B09 


UC3 -NormColon 


5296 


456545 


2078. 0 1 7.gz43__269294 


F 


M00042974D.B07 


UC 3 -NormColon 


5297 


4244 ;•; 


2078.P17.gz43_269295 


F 


M00042978B:F03 


UC3-NormColon 


5298 


.452376 


2078.E18.gz43_269300 


F 


M00042627B:A10 


UC3-NormColon 


5299 


451993 


2078 H18.gz43_269303 


F 


M00042954D:D04 


UC 3 -NormColon ; . 


5300 


451929 


2078.1 18.gz43_269304 


F 


M00042957D:C09 


. UC3 -NormColon 


5301 


511351 


2078 . K 1 8 gz43_269306 


F 


M00042962D:B09 


UC3-NormCoion • ;• 


5302 


505858 


2078.B19.gz43__2693l3 


F 


M00042588C:E07 


UC3 -NormColon ; 


5303 


501401 


2078.C19.gz43 2693 14 


F 


;M00042621D:A03 


UC3 -NormColon 


5304 


■ 452662 


2078.N19.gz43_269325 


F 


M00042971A.D12 


UC3-NormColqn > 


5305 


512059 


2078.L2 1 ;gz43_269355 


F 


M00042964D:C02 


... UC3 -NormColon 


5306 


450805 


2078.02 Lgz43_26935 8 


F 


M00042975C:A08 


UC3 -NormColon 


5307 


■504007 


2078.B22.gz43_26936 1 


F 


M00042589B:D04 


UC3 -NormColon 


5308 


450262: 


2078 . A23 .gz43_2693 76 


F 


M00042586B:A09 


UC3 -NormColon 


5309 


452066 


2078.B23.gz43 269377 


F 


M00042589B:E03 


: UC3-NormCoIon 


5310 


452459 


20.78. K23.gz43_269386 


F 


M00042963B:A02 


UC3-NormColon 


5311 


452506 


2078.L23.gz43_269387 


F 


M00042965A.B03 


UC3-NormColon 


5312 


448453 


2078.A24.gz43 269392 


' ' F 


M00042586B:A10 


UC3 -NormColon 


5313 


7022 


2089 AO 1 .gz43_269708 


F 


M000426 1 1 A:A0 1 


! UC3-PrimColon 


5314 


523182 


2089.E01.gz43_269712 


F 


M00043079D:G10 


UC3-PrimColon 


5315 


2930: 


2089.L01 .gz43 269719 


F 


M00043108B;D12 


UC3-PrimColon 


5316 


454701 


2089.H02.gz43_269731 


F 


M00043093D:F12 


UC3-PrimColon 


5317 


454226 


2089.102. gz43_26973 2 


F 


M00043097D:B12 


UC3-PnmColon 


5318 


524624 


2089.O02.gz43_269738 


F 


M00043 139D:A06 


UC3-PrimColon 


5319 


453220 


2089. B03.gz43 269741 


F 


M00042614D.A12 


UC3-PrimColon 


5320 


453893 


2089.C03 .gz43 J269742 


F 


M00042618B:G04 


UC3-PrimColon 


5321 


453470 


2089F03.gz43__269745 


F 


M00043086A:C02 


UC3-PrimColon 


5322 


524478 


2089.G03.gz43_269746 


F 


M00043090D:H07 


UC3-PrimColon 


5323 


529219 


2089.H03.gz43 269747 


F 


M00043094A.F01 


UC3-PrimColon 


5324 


,454050 


-2089P03.gz43i269755 


F 


M00043144D:H01 


UC3-PrimColon ;: 


5325 


519988 


2089.E04.gz43J269760 


F 


M00043080B:C11 


UC3-PnmColon 


5326 


523590 


2089. J04.gz43 269765 


F 


M00043102A.G12 


JJC3-PnmColon 


5327 


452936 


2089.N04.gz43 269769 


F 


M00043137C:D02 


UC3-PnmColon 


5328 


45376V 


2089.J05.gz43_269781 


F 


M00043102B:F05 


UC3-PnmColon 


5329 


a f\c i ni 

405102 


21)89. A(J6.gz43 _2o9/o8 




MUUU4ZD I ZA.rSUO 


- uv^o-rrimcoion • 


5330 


454720 


2089.L06.gz43_269799 


F 


M00043109C:F04 


UC3-PrimColon 


5331 


454438 


2089N06.gz43_269801 


F 


M00043137D:D10 


UC3-PrimColon 


5332 


448985 


2089 D07.gz43_269807 


F 


M00043077B:H01 


UC3-PrimColon 


■5333' 


530656' 


2089:G07gz43_269810 


F 


M00043091C;H05 


UC3-PrimColon 


5334 


.454134 


2089:L07.gz43_269815 


F ; 


M00043131B:A11 


UC3-PrimColon 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


.-.•r . :7A/' v. 
SEQ NAME 


ORIE 
NT 


CLONE ID : 


LIBRARY 


5335 


454910 


2089.G08.gz43 269826 


F 


M00043091CH08 

» jl v/ vy vy ■ \y ^y x . x x Vy u 




5336 


417549 


2089.D09.gz43 269839 


F 


M00043077DE12 

x * Jt v/ \y \y • w/ \y / / x_^y . i j x ^ 


• \J\^y-j x 1 ill IV-^VJl Vylx 


5337 


454374 


2089.G09.gz43 269842 


F 


M00043091DC01 


W^V^^y x 1 llllV^VylvJll 


5338 


454518 


2089.M09.gz43 269848 


F 


M00043134CD06 

iti v/ vy vy f «y x • • X. 9 \J Vy 


liri-Pnmrolnri 

UVyJ 17 I lx IIV^VJIVJH 


5339 


523753 


2089 N09 ez43 269849 


F 


M00043138AH03 


\J\^r O x 1 111 1 v^vJlv »11 


5340 


522648 


2089.D10.gz43 269855 


F 


M00043077DF04 

x ▼ jl vy vy vy *y vy / / x_y^ , x v/ r 


KJ^s<J X l xilxv-/Vy T xwiI 


534 1 


407275 


2089 N 10 ez43 269865 

vy u ,i i i vy . z_< ■ «y vy _y vj vy .w/ 


F 


M00043138B B08 


IJCl-PrimColon 

\-J -) l x xx 1 l\_>vy xvyll 


5342 


415326 


2089 0 10 ez43 269866 


F 


M00043141CC12 


I JC 3 -PrimColon 

Vy V; J X X XX 1 1 Y_v vy I vyxx 


5343 


453756 


2089 P10 2z43 269867 


F 


M00043146C F10 

X " Jl V/ vy \y x ~V/\_y,X X. V/ 


UC3-PrimColon 

v_y ^ x i niiv/vv/ii 


5344 


453766 


2089 J 11 pz43 269877 


. '• F 


M00043102D Fl 1 

x ▼ jl vy vy vy . ■ x vy x_-^ , jl • jl X . 


UC3-PrimColon 

vy Vy v/ x i xiLiv/vJvyjJ 


5345 


450287 


2089 Kl 1 ez43 269878 


F 


M00043106BF07 

x t jl v/ vy vy r ^y x \J vy x_# . x \y / 


UC3 -PrimColon 

v Vy^j x* x xiiiv> vyxvyxx 


5346 


454825 


2089 LI 1 ez43 269879 


F 


M00043131B G10 

i»4v/ vy v/ ■ «y x *y x xy/ « \j x vy 


UC 3 -PriiTiColon 

w vyy X l MiiVyv/vv/i* 


5347 


449335 


2089 J 12 ez43 269893 


F 


M00043103AG05 

in v vy vy t ^ iv/j y v . vj vy ^y 


UC3 -PrimColon 

V/ VyJ X l ixiivy V/ivyn 


*J -y 


453572 


2089 K12 ez43 269894 


F 


M00043106CD05 


UC3 -PrimColon 


5349 


454550 


2089 Ml 2 2z43 269896 


F 


M00043135CE07 

x » x vy vy \y i ^y x *y w» \^>- , JL^vy / 


UC3-PrimColon 




91649 ' 


7089N12ez43 269897 


F 


M00043 138BF02 


UC3-PrimColon ^ 

\j vvv/ x x xx i x v_> \j xvyi x 


51^1 


449410 


2089 F13 ez43 269905 


F 


M00043087BD10 

x fx vy vy vy i -^y vy vy / jlv « X-y^ x vy 


UC3 -PrimColon 

vy vy«/ x x xx x x v_y vy* vyxx 




59X1 14 


2089 H13 2z43 269907 


F 


M00043096A Edl 


UC3 -PrimColon 

vy v^/*y x x iiiivy vyxvyxx 


5151 
■j j> ~> ~j 


451191 


2089 L13 2z43 26991 1 


F 


M00043131CA11 

x ▼ x vy vy vy i x »y i v> .i xx x 


UC3-PrimColon 


JJJ7 


454126 


2089 Ml 3 ez43 269912 


F 


M00043135DA11 

x ▼ x vy vy vy r ^y x ^y ^y x_y « x x x x 


UC3 -PrimColon 


5355 


417064 


2089 N13 ez43 269913 


F 


M00043 138B Gil 

xt x\j \j vy ' x — ' vm y . vi x x. 


UC3-PrimColon 


_7 _J VJ 


454129 


2089 013 ez43 269914 


F 


M00043141D:A12 


UC3-PrimColon 


5357 


519109 


2089 C14ez43 269918 


F 


M00043075A:B12 


UC3-PrimColon 


5358 


519641 


2089 D14 ez43 269919 


F 


M00043078C:C04 


UC3 -PrimColon 


5159 


526575 


2089 M14 2z43 269928 


F 


M00043 135D C07 

x ▼ x vy vy vy r x *s x_y « v> vy • # 


UC3 -PrimColon 


5360 


451783 


2089 Al 5 ez43 269932 


F 


M00042613AH01 

1? XV/ ww v X —J Jr x.xxvy x 


UC3-PrimColon 

vy ^y x x iiti V' v i v_/ 1 1 


5361 
*j j \j i 


453533 


2089 115 2z43 269940 


F 


M00043100CD08 

x ~ x vy vy vy r *_/ x vy v/ v/ « x— ^ vy vy 


UC3 -PrimColon 


536? 


449194 


2089 N 1 5 i7z43 269945 


F 


M00043 138CD09 

x ™ A v/ vy vy » »y I — ^ v^ . x-^ vy y 


UC3 -PrimColon 




52171? 


9089 D16 CT741 269951 


F 


M00043078CH05 

itxv v vy » «y v/ / uv/.xivy^ 


UC3-PrimColon 


5164 


195516 

J7JJJU 


2089 F16 ez41 269953 


F 


M00043088BD07 

i ▼ x vy vy vy ■ juuu jl/ . vy # 


UC3 -PrimColon 


5165 


454509 


2089 H16 ez43 269955 


F 


M00043096CD02 

xt xv/ vy vy r«j vy -y vy v> m v.* 


UC3-PrimColon 


5166 


45456? 


2089 E17 ez43 269968 


F 


M00043082DB05 

XTX Vy Vy V/ T w' vy vy JLy 7 . X-/ vy ^/ 


UC3 -PrimColon 


5167 
j / 


451972 


2089 HI 7 ez43 269971 

Z,U<Jy .111 / . ■ -y i—\Jyyi X 


F 


M00043096CH04 


UC3 -PrimColon ; 


5168 


451776 


2089 K17 ez43 269974 

Z.vy O ^7 . xv J. / . ti-Ci i ^y y y i i 


F 


M00043107AE07 

XTx vy vy vy r ^y x vy / jl /*y / 


UC3-PrimColon 


516Q 


577161 


2089 M 17 ez43 269976 


F 


M00043136A:D03 


UC3 -PrimColon 


5170 


451781 


2089 A18 ez43 269980 


F 


M00042613C.F06 


UC3-PrimColon 


5371 


453385 


2089.B20.gz43_270013 


F 


M00042617C:B07 


UC3-PrimColoh 


5372 


454177' 


2089.G20.gz43^270018 


; ' : F'" 


M00043093A:A06 


UC3-PrimColon 


5373 


801 


2089.120.gz43_270020 


F 


M00043101A:F12 


UC3-PrimColon 


5374 


, 453494 


2089.J20.gz43_27002L 


F 


M00043 104B:C09 


UC3-PrimColon 


5375 


'453202 


2089.P20.gz43_270027 


E 


M00043149B;A01. 


UC3 -PrimColon 


5376 


520616 


2Q89.F21.gz43_270033 


F 


M00043089A:D06 


UC3-PrimColon. 
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, > Table 2 



SEQ 
ID 
NO 


n IISTFR 


SF.O NAME 


ORIK 
NT 


CI ONE ID 


1 ipp A R V 1 


>i J I 


JZ 7o/i 


onQQ tni rr^/io o7aao? 
zuoy.riz i :gz4J_z / uui j 


F ... 


MUUU4iUy /A.JJ1 1 


UC3-FnmColon 


55 /o 


45U5po 


inQoni „-,/!'} o^aaoq 
z0p9,lvZ l.gz4J_Z /UUio 


r 


A /f AAA/1 0 1 A7A.TJA/1 

MU0043 10 /L):rl04 


UC3-PnmColon 


?0 TA 

55 79 


52UU/4 


oaqo AT) OTAA/1/1 

zUoy.Azz.gZ4i_Z /UU44 


T7 

r 


iy yff AAA/1 O/C 1/1 A .f^f\A 

MUUU42pl4A:CU4 


UC3rPnmColon 


53oU 


. 5 lo566 


no OIAA/I/C 

2Uo9.C22.gz4i_2 /UU46 


c 
r 


A/f AAA/1 0 CV~I£L A . A AA 

MU0043 0 76A: A09 


UC3-PnmColon 


<o 6 i 
53ol 


3o 7530 


2Uo9.ri22.gz4i_2 /005 1 




>A/fAAA/1 TAA^ A -17A/C 

MUUU4iU9 /A.rU6 


UC3 -PnmColon 




/i ?oo /j /: 

455o46 


on oa too <*-.ai o r 7AA?o 
2Uov .122 .gz4i_2 / UU 52 


r 


A /f AAAyl 0 1 A 1 -17 1 O 

MUUU45 lUlCr 12 


UC3 -PnmColon 


55oi 


4544oi . 


oaqq t on „ FT /i'3 0 7AA?? 
2059X22. gz4J_Z /UUjj 


T7 

r 


A/TAAA/10 1 OOOF1AO 

MUUU4i V5l\^.\J\JL 


.;. UC3 -PnmColon 




52415 / 


20o9.A23.gz4j_z /UUoU 


t? 

V 


A/TAAA/IO^I /I A -TJTAO 

MUUU420 14A.rlUz 


: UCi -PnmColon 


?OQ? 
53o5 


" A CO 1 OO" 

453 132 


OAQQ L^OO r*rrA1 OOAAOA 

20o9.ls.25 .gz4i_z / UU /0 


r 


A^AAA/l 0 1 AQD- A A 1 

MUUU4i lUor5.AU 1 


UCi -PnmColon 


5ioO 


524622 


n aq A VTOO «»-r/1 0 OO'AAO'O 

2Uo9.JN25.gz4i z/UU/i 


r 


A/f AAA/10 1 OQA: A A< 

MUUU4i 139L/.AUJ 


: UCi-rnmColon 


COOT 

3 jo / 


/I A H A A & 

44/446 


zUoy.Az4.gZ4i Z/UU/O 


. r 


1V1UUU4ZO 1 . tsuy 


UCi -r nmcoion 


C1QO- 

JJ op 


5244 /U 


oaqo t;0/i r>.r/io ooaagi 
2Uo9.r24.gz45_Z /UUol 


T7 


A/f AAA/1 0 AO AT5 -l-IA^ 

MUUU4iU9Uri.rlUo 


UCi-rnmColon 




■ a a gz'*y-A O 

446242 


2U6o.JNUi.gz4i_z /U4i9 


17 


A/f AAAC^OOO A .UA^ 

MUUUjji92A.rlUo 


UC2 -Colon Met civer 


5390 


C C /I A AO 

554908 


or\/i^ dao* *»~Xi ooa?a? 
2066. PU 7.gz45_2 /U505 


c 
r 


\ /f A A A ^ < 0 A/I F\ • I7A 0 

MUUU5 5594U . r Ui 


UC2-C oionMetLiver 


5391 


C C 1 AA? 

55 1995 


OA// T7AO r^.rAI /)7AC 1 1 

2066.rUo.gz4i 2 /U51 1 


17 

r 


A/f AAA^^O OOT5-XJAO 

MUUU5 5 i o 5x5 .riUV 


UC2-ColonMeti J iver 


OAT 

5392 


561325 


OA/CvC T_TA O ^.—/l 0 OOA? 1 0 

2066. HOo .gz43_z /05 1 3 


c 
r 


A >f AA A Z Z 0 O ^ P • 17 A/C 

MUUU555o5v>.rU6 


uC2-CoionMctLiver 


5393 


553244 


2O66.J08.gz43_2 705 15 


r 


A/FAAACCOOO A . AAA 

M0005 53 88 A: A09 


UC2-ColpnMetLiver 


' ? O A A 

5394 


562876 


2066.U09.gz432 /U525 


r 


A>fAAA<^QO 1 /^./^AO 

lylUUU55io IL.LrUi 


U C2-ColonMetJL/iyer 


5395 


562216 


/JA// T7AA ^-,/10 OOA?OT 

2066. r 09.gz43 2 /U52 / 


r? 

r 
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2079. K23.gz43_27 1908 


F 


l lAAA/tlAI /i T^A^7 

M00043014C:F07 


UG3-NormColon 


5606 


452648 


2079. M23 .gz43 27 1 9 1 0 


.•; f 


A 'AAA A^ f" A r\ t~\ 

M00043025 A:jpP9 


UC3-NormCplon 


5607 


453038 


2079 .N23 .gz43_27 1 9 1 1 


F 


M00043028CH09 


UC3-NormColon 


5608 


452611 


2079 .P23 .gz43_27 1913 


F 


M00043033C:D05 


UC3-NormColon : 


5609 


501534 


2079. B24.gz43_27 1 9 15 


F 


M00042986C:B07 


UC3-NormColon 


5610 


454849 


2079,F24.gz43_27 1919 


F 


M00043002B:E06 


UC3-NormColon 


5611 


366607 


2079. H24.gz43 271 92 1 


F 


M00043007B.D12 


UC3-NormCoIon 


5612 


507066 • 


2079 . K24 .gz43_27 1 924 


• F ; 


M00043014C:G06 


T T/^ ^ "V T aT^\ 1 

UC3-NormColon 


5613 


519378 


2090.B01 gz43_273908 


F 


M00043153B:B09 


UC3-PrimColon 


5614 


453946 


2090.H01.gz43_273914 


F 


M00043172C.G06 


UC3-PnmColon 


5615 


527679 


2090X0 1 .gz43_273918 


F'.v 


M00043185B:D02 


UC3-PnmColon 


5616 


454463 


2090.PO 1 .gz43 273922 


F 


M00043201D:D03 


UC3-PnmColon 


5617 


521840 


2090.D02.gz43_273926 


F 


M00043160B:E05 


UC3-PnmColon 


5618 


528981 


2090.M02.gz43_273935 


F 


M00043189C:F08 


UG3-PnmColon 


5619 


528404 


2090 . C03 .gz43_273 94 1 


F 


M00043156C:E05 


t t/*ia r\ * f • ■ 

UC3-PrimColon 


5620 


523674 


2090.N04.gz43 273968 


F 


M00043193C:G11 


UC3~PnmGolon 


5621 


446768 


2090.F05.gz43_273976 


• F • 


M00043168C:F03 


UL3~PnmCoion 


5622 


128749 


2090,H06.gz43_273994 


F 


M00043 172D.H03 


UC3-PnmColon 




^7 ^70 1 


ZUyu.rvUO.gZH J Z / jyy l 


.-r - . ■ 




VJ V^O r I HIiV_/01UIl 


5624 


452775 


2090.N06.gz43_274000 


F 


M()0043193C:H09 


UC3-PrimColon 


5625 


524721 


2090.L07.gz43 274014 


F 


M00043i86C:All 


UC3-PrimColon •-. 


5626 


454202 


2090.M07.gz43_274015 


F 


M00043190A:B10 


UC3-PrimColon 


5627 


' 452325 


2090.J08.gz43 274028 


, F ■ ' 


M00043180C:B02 


UC3-PrimC6lori 


5628 


453804 


2090. F09.gz43. 274040 


F 


M00043169A;F05 


UC3-PrimColon 
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' ; Table 2 



in 
NO 




■ oc^ lN AivLp ■ - ; . v 


NT 




LIBRARY 


5629 


454007 


2090.O09.gz43 274049 


F 


M00043197D.H12 


UC3-PrimColon 


5630 


425455 


2090.L10.gz43_274062 


F 


M00043186D:B09 


UC3-PrimColon 


563 1 


453354 


2090.H1 1 .gz43_274074 


F 


M00043173B:F03 


UC3-PrimColon 


5632 


525315 


2090.11 1 .gz43 274075 


F 


M00043.176C:A01 


UC3-PrimColon 


5633 


453890 


2090.N 1 1 .gz43_274080 


F 


M00043194A.G06 


UC3-PrimCGlon 


5634 


454460 


2090. A 12.gz43_274083 


F 


M00043151BD02 


UC3-PrirnCoIon 


5635 


522869 


2090.C12.gz43__274085 


F 


M00043158A:F03 


UG3-PrimCoion 


5636 


454664 


2090. 1 13 gz43_274 1 07 


F 


M00043176C.E12 


UC3-PrimColon ^ 


5637 


528369 


2090.L13.gz43_2741 10/ 


F 


M00043187C:E06 


UC3-PrimColon 


5638 


526539 


2090 J14 gz43_274 124 


. F 


M00043181C:C10 


UC3-PrimColon 


5639 


452182 


2090.0 14.gz43_274 129. 


F 


M00043199A:F03 


. UC3-PrimCoion 


5640 


520599 


2090 .H 1 5 gz43_274 1 3 8 


F 


M00043173C:D12 


UC3-PrimColon 


5641 


530971 


2090.L16.gz43 274158 


F 


M00043187D1I04 


yC3-PrimCoIon 


5642 


289316 


2090 N16.gz43_274 160 


F ■ 


M00043194D:E10 


UC3-PrimGolon . 


5643 


454731 


2090.Al7.gz43_274163 


F 


M00043 152A:F10 


UC3-PrimColon 


5644 


453730 


2090.D 1 7.gz43_274 1 66 


F '. 


M00043162D.E06 


UC3-PrimColon 


•5645 


450784 


2090.G17.gz43 274 1 69 


F 


M00043171D:G08 


UC3-PrimColpn 


5646 


404081 


2090.M 17.gz43_274 1 75 


F 


M00043191C:G05 


UC3-PrimCplon 


5647 


456723 


2090 A 1 8 .gz43_274 1 79 


F 


M00043152A.G08 


UG3-PnmColon 


5648 


526449 


2090.C 18.gz43_274 1 81 


F 


M00043159A.C01 


X T a?~A ^ * A^~\ 1 

. yC3-PnmColon / 


5649 


4.13693 


2090.H 1 8.gz43_274 1 86 


F 


M00043174B.B06 


UG3-PnmColon 


5650 


454311 


2090. J 1 8 .gz43_274 1 88 


F ■ 


M00043182B:C02 


UC3-PrimColon 


5651 


526733 


2090:H20.gz43_2742 18 


E 


M00043174C:C06 


UC3-PrimColon 


5652 


432159 


2090.K20.gz43_274221 


•-'F; ; . 


M00043184D:G06 


UC3-PrimColon 


5653 


453983 


2090.M20.gz43_274223 


F 


M00043192B.H06 


UC3-PrimColon 


5654 


518172 


2090 . N20 .gz43 274224 


F 


M00043195D:A05 


UC3-PrimColon 


5655 


454629 


2090.P22.gz43_274258 


F 


M00043210C:E08 


UC3-PrimColon 


5656 


530939 


2090.A23.gz43__274259 


F 


M00043152B:H04 


UC3-PrimColon 


5657 


234270 


2090.G23:gz43_274265 


F 


M00043172C:B05 


- UC3-PrimColon 


5658 


529742 


2090:I24.gz43 274283 


F 


M00043178C.G06 


UC3-PrimColon 


5659 


404461 


2092.G04.gz43_274444 


F 


M00043438B:E10 


UC3-ColonMetLiver 


5660 


451023 


2092.104 gz43_274446 


F 


M00043448D:H09 


UC3-GoIonMetLiver 


5661 


535436 


2092.G05 .gz43_274460 


F 


M00043438C:D12 


UC3-ColonMetLiver 


5662 


456001 


2092 N05 .gz43_274467 


F 


M00043470C:A01 


UC3 -ColonMetLiver 


5663 


450724 


2092 O06.gz43_274484 


F 


M00043478B:D01 


UC3 -ColonMetLiver 


5664 


539142 


2092.A07.gz43_274486 


F 


M00042592A:H02 


UC3 -ColonMetLiver 


5665 


A C f\C\ 1 A 


• O Am 1/~ AT t^-wA 1 ■ T7A A Q£ 

2K)yl.lS.V /..gz4 J_z /44yo 


■ r ; 


MUUU434->jL/.ljrU/ 


u j oioniviexjbiver 


5666 


455855 


2092.P07.gz43_274501 


F 


M00043484D.H08 


UC3-ColonMetLiver 


5667 


537451 


2092.F08.gz43_274507 


F 


M00043433A:F02 


UC3-ColonMetLiver 


5668 


535123 


2O92.G08.gz43_2745O8 


F 


M00043439C:D05 


UC3-ColonMetLiver 


5669 


452830 


2092.J08.gz43 274511 


F 


M00043452D:D05 


UC3 -ColonMetLiver 


5670 


534054. 


2092.L08.gz43; 274513 


F 


M00043460D.C03 


UC3-ColonMetLiver 
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Table 2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME ; 


ORJE 
NT 


CLONE ID 


LIBRARY 


5671 


162851 


'2092.M08.gz43.2745 14 


F 


M00043465B:G08 


UC3 -ColonMetLiver 


5672 


455289 


2092.D09.gz43_27452l 


F 


M00043420C:C02 


UC3-ColonMetLiver 


5673 


456020 


2()92.H09.gz43_274525 


F 


M00043446B:H01 


UC3-ColonMetLiver 


5674 


448946 


2092.109.gz43_274526 


F 


M00043449C:II09 


UC3-ColonMetLiver 


5675 


.539353 


; 2092.L09.gz43 .274529 


F 


M00043460D:H01 


UC3-ColonMetLiver 


5676 


450658 


2092.P09.gz43_274533 


F 


M00043485A:C04 


UC3-ColonMetLiver 


5677 


.544355- 


2092.E10.gz43_274538 


F 


M00043427C:E11 


UC3-ColonMctLivcr 


5678 


. 452128 


2092 FK) gz43 274539 


F 


M00043434A:H02 


UC3-ColonMetLiver 


5679 


447534 


2092.1 10.gz43_274542 


F 


M00043449DA06 


UC3-ColonMetLiver 


5680 


455256 


2092.P10.gz43_274549 


F 


M00O43485B:C09 


UC3-ColonMetLiver 


5681 


455201 


2092.Cll.gz43_274552 


F 


M00042640C:C10 


UC3-ColonMetLiver 


5682 


535129, 


2092.Fll.gz43 274555 


F 


M00()43434B;D06 


UC3-ColonMetLiver 


5683 


455808 


2092.H1 I ,g/.43 274557 


F 


M00043446C:E04 


UC3-ColonMetLiver 


5684 


215366 


2092.ltl.gz43 274558 


F 


: M00043449D:E09 


UC3-ColonMetLiver 


5685 


456254 


2092.Jll.gz43 274559 


F .. 


M00043453B:C06 


>UC3-ColonMetLiver 


5686 


536415 


2092.Nll.gz43_274563 


■ I'' • 


MOO043472A:EO6 


lJC3-ColonMctLiver 


5687 


452801 


2092.F12.gz43 274571 


' F 


M00043434B:E04 


UC3-ColonMetLiver 


5688 


400258 


2092.H12.gz43 274573 


F 


M00043446C:E08 


UC3-ColonMetLiver 


5689 


546121' 


2092J12.gz43_274575 


F 


M()0043453B:F02 


UC3-ColonMetLiyer 


5690 


454621 


2092.K12.gz43_274576 


F 


M00043457C:B12 


UC3-ColonMctLiver 


5691 


455162 


2092.D13.gz43 274585 


F 


M00043422B:C03 


UC 3 -ColonMetLiver 


5692 


543429 . 


2092.P13.gz43_274597 


F 


M00043486B:D02 


UC3-ColonMetL.iver 


5693 


456249 


2092.I14.gz.43 274606 


■ F 


M00043450B.C11 


UC3-ColonMctLiver 


5694 


531461 


2092.E15.gz43_274618 


F 


M00043428CA08 


UC3-ColonMetLiver 


5695 


455572 


2092.H15.gz43 274621 


F 


M00043.447A:F02 


UC3-ColonMctLivcr 


5696 


456783 


2092.I15.gz43 274622 


F 


M00043450B.H05 


UC3-CoIonMetLiver 


5697 


2544 


2092.N15:gz43_274627 


F 


M00043473C:B11 


UC3-ColonMetLiver 


5698 


543431 


2092.P15.gz43 274629 


F 


M00043486C:D02 


."' UC3-ColonMetLiver 


5699. 


402534 


2092.O16.gz43_274644 


F 


M0004348IA.G02 


UC3-ColonMetLiver 


5700 


454563 


2092.1 17.gz43 .274654 


F 


M00043450C:F11 


UC3-ColonMetLiver 


5701 


541901 


2092.KI7.gz43 274656 


F 


M00043459AB08 


UC3-ColbnMetLiver 


5702 


536225 . 


2092.L17.gz43_274657 


F 


M00043462C:E12 


UC3-CblonMetLiver 


5703 


455379 


2092.M17.gz43_274658 


F 


M00043468C:D08 


UC3-ColonMetLiver 


5704 


456567 


2092.P17.gz43_27466l 


F '. 


M00043486CF07 


UC3-ColonMetLiver 


5705 


539804 


2092.C18.gz43 274664 


F 


M00043417A:H12 


UC3-C.olonMetI.iver r 


5706 


452618 


2092.N 1 8. g/43 274675 


F 


M00043473D.D11 


UC3-ColonMetLiver . 


5707 


543855 


: 2092.J19.gz43 274687 


F 


M00043453D:D02 


UC3-ColonMetLiver 


5708 


415326 


2092.L19.gz43. 274689 


F 


M00043462D:C09 


UC3-C6lonMetLiver 


5709 


455117 


2092.B2().gz43_274695 


F 


M00042600D:B08 


'.. UC3 -ColonMetLiver 


5710 


455601 


2092.C20.gz43_274696 


F 


M00043417B:F12 


UC3-ColonMetLiver 


5711 


455254 


2092. E20.gz43 274698 


F 


M00043430D:C01 


UC3-CoionMetLiver | 


5712 


402916 


2092.120 .gz43_274702 


F • 


M00043451A.B02 


UC3-ColonMetLiver 
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Table 2 



in 

NO 


LLUo I LK 






CLUfNh ID 


LIBRARY 


5713 


455864 


2092.N20.gz43_274707 


F 


M00043474C.H05 


UC3-ColonMetLiver 


5714 


27586 


2092.P20.gz43_274709 


F 


M00043489CH06 


UC3-ColonMetLiver 


5715 


452392 


2092. B2 1 ,gz43_2747 1 1 


F 


M00042600D:E11 


UC3-ColonMetLiver 


5716 


447380 


2 092 . C2 1 .gz43_2747 1 2 


F 


M00043417C:F12 


UC3-ColonMetLiver 


5717 


448250 


2092.12 l.gz43_2747 18 


F 


M00043451B:D08 


UC3-ColonMetLivcr 


5718 


536171 


2092.B22.gz43 274727 


F 


M00042637C:E12 


UC3-ColonMetLiver 


5719 


455501 


2092.H22.gz43_274733 


F 


M00043448B;E08 


UC3-ColonMetLiver . 


5720 


455808 


2092:022 gz43_274740 


F 


M00043483B:G01 


UC3-ColonMetLiver 


5721 


422223 " 


2092 .C23 .gz43_274744 


F 


M00043418A:A06 


UC3-ColonMetLiver 


'5722 


455814 


2092. 023. gz43_274756 


F . 


M00043483B:G11 


UC3 -ColonMetLi ver 


5723 


538582 


2092 H24 .gz43_274765 


F 


M00043448C:G07 


UG3-CoIonlVIetLiver 


5724 


447238 


2092I24.gz43__274766 


F 


M00043451G:H03 


UC3-ColpnMetLiver 


5725 


456577 


2092 . P24 .gz43_274773 


F 


M00043490A:F03 


UC3 -ColonMetLi ver 


5726 


11576. 


2176F0l.gz43_281685 


F 


M00039503B:G05 


HMEC-Unt 


5727 


401426 


21 76.P01.gz43 281695 


F 


M00039605D:E02 


HMEC-Unt 


5728 


409330 


2 176.B02.gz43_281697 


F 


M00039363B:H10 


HMEC-Unt 


5729 


407195 


2176.C.02.gz43_28 1698 


F 


M00039369D:D11 


HMEC-Unt 


5730 


411985 


2176.D02.gz43_281 699 


F 


M00039379A:D03 


HMEC-Unt 


5731 


412621 


2176.F02.gz43_281701 


F 


M00039503D:E08 


X XTk *"X~ 1 tf~*\ T T * a ■ 

HMEC-Unt 


5732 


407711 


2176.H02.gz43__281703 


F< 


M00039514B:E07 


HMEC-Unt 


5733 


411113 


21 76.G03 .gz43_281 7 1 8 


F 


M00039508D:C03 


HMEC-Unt 


5734 


402411 


2176.l04.gz43_281.736 


F 


M00039523A.D09 


HMEC-Unt 


5735 


147279 


2176.F06.gz43_281765 


F 


M00039504B:F05 


HMEC-Unt 


5736 


400628 


2176.L06.gz43_281771 


F 


M00039566D.E08 


HMEC-Unt 


5737 


407443 


2I76.C07.gz43_281778 


F 


M00039371A:E01 


x x~m kX x - ^ xT < ■ . 

HMEC-Unt 


5738 


413346 


2176.N07.gz43_281789 


F >- 


M00039592C:F09 


HMEC-Unt. 


5739 


125543 


2176.O07.gz43_281790 


F 


M00039599A.E08 


T XTL jTT^ XT. 

HMEC-Unt 


5740 


202308 


2176.P07.gz43_281791 


F 


M00039606C.B07 


HMEC-Unt 


5741 


400428 


2 1 76.K08 .gz43_28 1 802 


F 


M00039562A:D10 


HMEC-Unt 


5742 


400426 


2176.H09.gz43_281815 


F 


M00039516CH06 


HMEC-Unt 


5743 


402147 


2176;P09.gz43_281823 


F 


M00039607A:F05 


HMEC-Unt 


5744 


400233 


2176.K10.gz43__281834 


F 


M00039562D:B02 


HMEC-Unt 


5745 


408986 


2I76.Kll.gz43 281850 


F 


M00039562D:G01 


HMEC-Unt , . 


5746 


- 400171 


2176.B12.gz43_281857 


F 


M00039366C:B10 


HMEC-Unt 


5747 


403671 


2 176.C12.gz43J281858 


F 


M00039373B:B09 


: HMEC-Unt 


5748 


400047 


2176A13.gz43_281872 


F 


M00039184A.A08 


HMEC-Unt 


5749 


404736 


Zl /O.Dl J.gZ4J_Zolo 13 


T7 

r 


Mnnn^Q^^^n- AO? 

iVI\JUV/3!730DL/./\V/Z, 




5750 


413627: 


2176F13.gz43_281877 


F 


M00039505B:G07 


HMEC-Unt 


5751 


407260 


2176.K13.gz43_281882 


F 1 


M00039563C:D01 


HMEC-Unt 


'5752 


155374 


2176.M13.gz43_281884 


F 


M00039586A:C03 


HMEC-Unt 


5753 


409612 


2176.114.gz43_281896 


F 


M00039525B:H03 


HMEC-Unt 


5754 


402411 


2176.A16.gz43_281920 


F 


M00039184C:C05 


HMEC-Unt 
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SEQ 
ID 
NO 


CLUSTER 


V V"' . v -. ; 
SEQ NAME ' - 


.vv;-.- 

ORIE 
NT 


CLONE ID 


T 1RR ARY 

- 1 J_> Ivrv IV I . 


j / jj 


41 1 194 


9 1 7ft fl 7 <T747 9k 1078 


F 

: - *■ • 


M0007Q77S A -POO 


jriMbv^-Unt 


^7Sft 

3 ' JO 




91 7ft T17 17747 991 Q45 


F 

JT 


1VT0007QS74FI-P07 
lVlUUU3y3o4JLJ.lZ/U / 


HMbC-Unt 


S7^7 
3 / 3 / 


40ft774 


917ft Ml 7 a^47 991 049 

.ZlVO.lYll /. .gZ40 Zoiy4o 


C 
1^ 


l\yf0007059ftr>-nO^ 
IVlUUUo y 3 0 OU . U\JJ 


HMLL-Unt 


S7S9 
3 / 3o 


40970ft 


9 1 7ft V I 9 a-747 9 9 1 0ft9 

Z 1 /.U.^l p.gZH-) ZOiyOZ 




lVi0007Q^ft4R-P09 
lVlUUUjy304o.r Up 


hLtVlhi^-Unt 


S7SQ 

J / J7 




917ft PI 0 (Y747 991 079 


p 

.. r r> 


ivio 007 0 ^ 07 '"n • H07 

1V1U UU d y 3 UZ U • Jrlv-J 


HMliL-Unt 


^7fto 


4U0o33 


9 1 7ft T 1 0 aT-47 99 1 07ft 

z 1/0.1 iy.gz43 zo iy /o 


v r*. -,. 


A/10007 0^0715 -FiO£ 
lvlUUUjy3Z /O.JLIUO 


jruvlhC^Unt 


*>7ft T 
3 / 0 1 


/i 00454 

4UU434, 


9 1 7ft 1490 a-747 091QO1 
Z 1 /O.rizy .gZ43^zo iyy 1 


r 


1V/100070^0 1 A -FiOO 
1V1UUUJV3Z 1/\.JUUZ 


l_nV/TI7P T T«f ' 

jtiiylbv.-Unt 


^7ft9 


A09 1 47 
: 4UZ14 / 


9 1 7ft TOO fV-7-47 991007 
Z 1 / O.JZU.gZ43 JLolyyj 


. p '. 
r ■ 


\yf 0007G57ftP*-F 1 0 


TJA/fPP T T-- t 

rlMjbv^-unt 


^7ft7 


ZUZ3 wo 


9 1 7ft A/190 (tT47 9 9 1 QQft 

zi / o.ivizu.gz4 j_zo iyyo 




M0007QS 99 A FT1 9 
1V1UU U 3 y 3 0 o/\. Fl 1 Z 


uifpp 1 w 
rllVlJDv^-unt 


^7ft4 
J / 04 


4ijyy / 


7 1 7ft 19 1 rr^47 999000 
Z 1 /O.JZ 1 .gZ43_Z0ZUUy 
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• F 


\>f AAA/197 1ATVF 1 1 
1VIUUU4Z / IhUMI I 


. T TP9 TvT™~mP/-»1<"irv '• 

u c z -in ormcoion 


CO /CI 

Job J 


jjoJUl 


1<Q| A A | rrT/11 70£Q1£ 

loo 1 . au 1 .gz4j zyoy jo 


F -• 
r 


\AAAA^'s7'5Q A r'AQ 

iviuuuj j/ jyA.cuy 


TfP9 XfrAi-mP^l/-iri 

ucz-iNonncoion 


joo4 


4Zbjbb 


1/Q1 |ni rr-rAI 7QAQA/1 

1 bo 1 .111 1 .gz4j_zyoy44 


F ' 
r 


AAAAA^^7AQn-RA7 
IVIUUUJ J /4yU.DU / 


T TP 9 7vT™-yy-i P rJ<~m 

u c z -in onn c o ion 


<0£C 
JOOJ 


bjoy4J 


1£Q1 TH1 v*t/11 70AQ/1^ 

1 bo l . J u 1 gz4 j_zy oy4 j 


F 


\AAAA^ < \7^APF11 A 
JV1UUU J J /jUL.fllU 


TTP9 \Urmrn1r\n i 

ucz-iNonncoion / 


JOOO 


b4 J bU j 


AA1 rr-rAI 70/^0^0 

ibo 1 .uui .gz4 j_zyoy ju 


F '■ 
r 


\AAAA^^7s8r , T4 1 A 
aViUUUjj /JOvv.FllU 


TTP9 Wr»rmrn1nn 

ucz-lNoriuCOioa ^ 


job/ 


£/1T/C/1/t 

04Zb44 


ibo 1 .Jc/i/Z.gz4j zyoyjo 


F 
r 


\A A A A ^ ^ 7 A A f T\ A7 
IVIUUUJJ /44V_/. MUZ 


f TP9 l\T^T*mPrvlrAr» 

u c z - in orni V/Oion 


CO/CO 

jobo 


b441Uj 


1 £Q 1 TM7 rwA 1 7 0£0£A 

ibo 1 AUZ.gz4j__zyoyou 


F 


\yf AAA i N < \7/10TSPA 1 
JVIUUUjj /4yJL>.v^U l 


■ T TP9 AlArmrnlnn 

. u v> z -in orm v^oion 


jooy 


4boblJ 


ipoi.AUj.gz4j zyoyoo 


F 
r 


\AAAA^ i \7'iQPPAA 
IVIUUUJJ / jyu.uuo 


T TP9 MArmrnl An 

u cz -in orrn c oi on 


C07A 
Jo /U 


04oyUj 


I0oi.ouj.gz4j zyoyoy 


F 
r 


\AAAA^^7AAf - A A7 
IVIUUUJJ /4Uv>.AU/ 


1 TTP9 AlnrmPr^lnn 
UCZ-lNOllllCOlOn 


JO / 1 


/I /I £O0 ^ 

44oyz j 


1 Aft 1 rvrrA7' 7QAQ7< 

lOo 1 .riUj.gz4J_zyoy / j 


F 


AA A A A ^ ^ 7 A 9. C C A7 
IVIUUUJJ /4oV_/.v>U / 


TTP9 Nnrmrnlnn 

. u vZ-iNoniiv^oion 


JO /Z 


TC/I O'J 

o4VJJb 


I0oi.iuj.gz4j zyoy /o 


F 


\/f AAA^^7A0nnAA 

iviuuujj /4yu.uuo 


TTP9 MnrmrnlAn 

U c z -in onn Vs oion 


JO /j 


ci f\n^ a 
jW/24 


1 bo 1 . JvUj.gz4j z y oy / o 


F 


1V/T A A A *\ 7 9 P • P A A 
IVIUUUJ J / jZL.I/UO' 


4 ! : TTP9 "Mr^rmPnlnn 

. . ucz-iNorrnvxOion 


JO /4 


44bb /b 


iboi .L/UJ.gz4j_zyoy /y 


'•F 1 

r 


\/tAAA^^7^^n-PAA 
IVIUUUJJ / J JU.v^UO 


I TP9 TVTrvrmPnlnn 
UVyZ-lNUIIIlv^UlUll 


J O / J. 


644CH7 


1681 R04 p: 7 41 296985 


F 


M00055740C E06 1 


UC2-NormColon 


5876 


644342 


1681.104 gz43_296992 


F 


M00055749D.F12 


: UC2 : NormColon : 


5877 


640264 


1681.O04.gz43 296998 


F 


M00O55758DEO2 


UC2-NormColon 


5878 


463951 


1681.D05.gz43_297003 


F 


M00055743C.D 12 


UC2-NormColon 


5879 


644345 


1681.K05.gz43 297010 


F 


M00055752G:F06 


UC2-NormColon : 


5880 


646552 


168 l .N06.gz43. 297029 


F 


M00055757B.B07 


UG2-NormColon 
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Table2 



SEQ 
ID 
NO 


CLUSTER 


SEQ NAME 


URlb 
Ml 


CLONE ID 


'-^ v : ; ,V:,' 

LIBRARY 


5881 


611927 


168l.K07.gz43 297042 


F 


M00055752C:H07 


UC2-NormColon 


5882 


639420 


1681.N07.gz43_297045 


F 


M00055757B:C04 


UC2-NonnColon 


5883 


568467 


1681.A08.gz43 297048 


F 


M00055739B:H08 


UC2-NormColon 


5884 


645147 


1681.C08.gz43. 297050 


F ' 


M00055742B:H06 


UC2-NormColon 


5885 


447936 


1681.E08.gz43_297052 


F 


M00055744D:A11 


• UC2-NdrmColon . 


5886 


492917 


I681.008.gz43 297062 


F 


M00055759A:B02 


UC2-NormColon 


5887 


649427' 


1681.D09.gz43 297067 


F 


M00055743D:D04 


l)C2-NormColon 


5888 


556654 


168!.F09.gz43_297069 


F 


M00055745D:F11 


UC2-NormColon : 


5889 


594040 


1681H09.gz43_297071 


F ' 


M00055748D:C03 


: UC2TNormColon 


5890 


488432 


1681.J09.gz43 297073 


F 


M00055751A:F06 


, UC2-NormColon . 


5891 


641144 


1681.K09.gz43_297074 


F 


M00055752D:C0.1 


UC2-NormColon 


5892 


•550223 


1681.L09.gz43_297075 


F 


M00055754A.E07 


UC2-NormColon 


5893 


491544 


1681 .M09.gz43 297076 


F 


M00055755D:C09 


UC2-NormColon 


5894 


648481 


1681.Al().gz43_297080 


f • ■ 


M00055739C/.D1I 


UC2-NormColon 


5895 


,150839 


1681B10.gz43_297081 


F : 


M00055740D:G12 


UC2-NormColon 


5896 


644053 


1681.F10.gz43 .297085 


F 


M00055746A:C09 


UC2-NormColon . 


5897 


644342 


I681.Kl0.gz43_297090 


F 


M00055752D-.F01 


UC'2-NormColon 


5898 


419479 


168 l.Cll.gz43 297098 


•':-F. 


M00055742C.C01 


UC2-NormColon 


5899 


645000 


1681.Ell.gz43 297100 


F 


M00055744D:F03 


UC2-NormColon 


5900 


478833 


168l.I.ll : gz43_297l07 


... F 


M00055754A:H06 


UC2-NormColon 


5901 


644684 


1681.A13.gz43_297128 


v-F- 


M00055739D:B12 


UC2vNbrmColon 


5902 


640504, 


1681.B13.gz43 297129 


F 


M00055741A:D09 


UC2-NormColon 


5903 


463815 


168 l.A 1 4,gz43 .297144 


F 


; M00055739D:C03 


UC2-NormColon 


5904 


640997 


l681.BI5.gz43_29716l 


F 


M00055741B.B12 


UC2-NormColon 


5905 


642263 


1681.D15.gz43 297163 


F 


M00055744A:B04 


UC2-NormColon 


5906 


451508 


1681.P15.gz43 297175 


. f : : . 


M00O55761A:E06 


UC2-NormColon 


5907 


. 644919 


l681.A16.gz.43_297176 


F 


M00055739D.E04 


UC2 : NormColon 


5908 


639703 


l681.K16.gz43. 297186 


F 


,M00055753A:D04 


UC2 -NormColon 


5909 


639750 


1681.M16.gz43 297188 


F 


M00055756C:C03 


UC2-NofmColon 


5910 


587696 


1681 F17.gz43_297 197 


F 


M00055746CF06 


UC2-NormColon 


5911 


461917 


1681.H17.gz43_297199 


F 


M00055749B:C10 


UC2-NormColon 


5912 


644510 


1681.I17.gz43 297200 


F 


M00055750B-H01 


UC2-NormColon 


5913 


526459 


168l.B18.gz43_2972()9 


F 


M0005574ICA09 


UC2-NormColon 


5914 


471277 


1681.F18.gz43_297213 


F 


M00055746C:F10 


UC2-NormColon 


5915 


483042 


1681K18.gz43 : 297218 


F 


M00055753B:A02 


UC2-NormColon ' 


5916 


514838 


1681L18.gz43_297219 


F 


M00055755A:B11 


UC2-NormColon 


5917 


643984 


1681.N18.gz43_297221 


' F 


M00055757D:B05 


UC2^NormColon 


5918 


462245 : 


1 681, A 19 gz43. 297224 


F 


M00055740A:B03 


UC2-NormColon 


5919 


640017 


1681.D19.gz43_297227 


F 


M00055744B:B02 


UC2-NormColon 


,5920 


453726 


1681E19.gz43_^297228 


F 


M00055745A:H02 


UC2-NormColon 


5921 


644468 


168 l.F19.gz43 .297229 


•i F 


M00055746C:G06 


UC2-NormColon 


5922 


644105 


1 68 l.H19.gz43. .297231 


F . 


M00055749C-B03 


UC2-NormColon 
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SEQ 
ID 
NO 


CLUSTEP 


''■■w SEQ NAME ■■■Mr 


ORIE 
NT 


CLONE ID 


- r LIBRARY 


.5923 


447485 


l68I.Kl9.gz43_297234 


F 


M00055753B A06 


, UC2-NormCoion 


5924 


218416 


1681 D20gz43 297243 


• F 


M00055744B.C08 


UC2-N6rmColon 


5925 


489040 


1681.H20.gz43_297247 


F 


M00055749C:C04 


UC2-NormColon 


5926 


,'649702 


1681.J20.gz43 297249 


F 


M00055752A:E10 


V UC2-NormColon 


5927 


643142 


168 l.A21.gz43 297256 


F 


M00055740B:C06 


UC2-NormColon 


5928 


448251 


1681.G21.gz43. 297262 


• -f:. 


M00()55748A:D07 


UC2-NormColon 


5929 


644461 


168LN21.gz43_297269 


F 


M00055758A:G02 


UC2-NormColon 


5930 


641968 


1681:P22.gz43. 297287 


F 


M00055761B:F09 


UC2-NormCblon 


5931 


470667 


•1681.E23.gz43_297292 


,' F ' 


M00055745B:H02 


UC2-NormCoion 


.5932 


644479 


1681.J23.gz43_297297 


:; :-F ; 


M00055752AG10 


UC2-NormColon 


5933 


463824 


168LA24.gz43_297304 


F 


M00055740B:F09 


UC2-NormColon 


5934' 


389377 


l681.C24.gz43 .297306 


: f 


M00055743B:E01 


LiC2-NormColon 


5935 


468959 


. - 168 l.E24.gz43 297308 


F 


M00055745CA06 


UC2-NormColon 


5936 


553675 


1681.M24.gz43_297316 


F 


M00055757AA07 


UC2-NormColon 


5937 


449978 


1561.C01.gz43 314395 


F 


M00042344D.F03 


:UC2-NormColon 


5938 


463920 


1 561 GO 1 gz43_3 14399 


F 


M00042526D:A05 


UC2-NormColon 


5939 


456267 


15.6 1. jO l.gz43_3 14402 


• F 


M00042531B:G12 


UC2-NormColon 


5940 


459997 


1 56 l.M01.gz43_3 14405 


Fl- ; 


M00042537A!pi2 


UC2-NormColon 


5941 


447386 


1561.I02.gz43 314417 


F 


M00042529D:D07 


. UC2-NormColon 


5942 


468257 


1 561. K02.gz43_3 14419 


F , 


M00042533B:F11 


UC2-NormCoIon 


5943 


18786 


156 l.E03.gz43 314429 


F 


M00042523C:H06 


;. UC2-NormColori 


5944 


447494 


1 56 l.A04:gz43_3 14441 


F 


M00042341A:D08 


UC2-NormColon 


5945 


459893 


l561.B04.gz43.314442 


P.- 


M00042343B:D05 


UC2-NprmColon 


5946 


462558 


1561,M04.gz43_314453 


' F 


M00042537A:G09 


UC2-NormColon 


5947 


458425 


1 56 l.O04.gz43_3 14455 


F 


M00042541A:B07 


UC2-NormColon 


5948 


249178 


1 561. C05.gz43_3 14459 


'F-;' 


M00042345BA05 


UC2-NormColon 


5949 


462815 


1 56 1.J05.gz43_3 14466 


F 


MOOO42531D-.G08 


UC2-NormColon 


5950 


417291 


1 56 l,K05.gz43_3 14467 


F 


M00042533C:F04 


UC2-NdrmColon 


5951 


463341 


1561.M05.gz43 3 14469 


F 


M00042537A:H04 


UC2-NormColon 


5952 


447868 


156l.A06.gz43. 314473 


F 


M0004234IA:H04 


UC2-NormColon 


5953, 


461653 


156 i.B06.gz43_3 14474 


F 


M00042343B:F12 


UC2-NormColon 


.5954 


465127. 


1 56 l.K06.gz43_3 14483 


F 


M00042533D:B05 


UC2-NormColon 


5955 


460246 


1561. N06.gz43_3 14486 


F 


M00042539B-.D09 


UC2-NormColon 


5956 


33139" 


I56I.O06.gz43_314487 


F 


M0004254IA:E06 


: UC2-NormColon 


5957 


457508 


1 56 l.N07.g/.43_3 14502 


F 


M00042539CA04 


UC2-NormColon 


5958 


461917 


1561. B09.gz43_3 14522 


F 


M00042343D:F08 


UC2-NormCoIon 


59~59 


447568 


1 56 l.H09.gz43_3 14528 


F 


M00042528D:D09 


UC2-NormColon 


5960 


467094 


156l.J09.gz43 314530 


F 


M00042532A-D08 


UC2-NormColon 


5961 


447087 


1561.N09.gz43_314534 


F 


M00042539C.H08 


•UC2-NormColon 


5962 


458419 


156 l.O09.gz43_3 14535 


F 


M00042541B:B05 


UC2-NormColon 


5963 


446952 


1561. D10.gz43_3 14540 


F 


M00042522C:H10 


UC2-NormColon : 


5964 


470513 s 


156l.H10.gz43 .314544 


F 


M00042528D:H03 


UC2-NormColon 



214 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


"\ SEQ NAME . 


ORIE 
NT 


;: CLONE ID 


'■ ■; ■ > ; • ' '. ;•' 
LIBRARY 


5965 


459974 


1561.M10.gz43 314549 


F 


M00042537C:D04 


v UC2-NormColon 


5966 


1454 


1 56 l.NI0.gz43_3 14550 


F 


M00042539D:A04 


UC2-NormColon 


5967 


464510 


l561.Dll.gz43_3 14556 


• F ■ 


M00042522D:A08 


UC2-NormCoIon 


5968 


457846 


1 56 l.Gll.gz43 314559 


F 


M00042527D.B01 


UC2-NormColon 


5969 


15296 


1561.11 l.gz43_3 14561 


F 


MO004253OC:H02 


UC2-NormColon 


5970 


446578 


T561.C12.gz43_3 14571 


F 


M00042345D:D04 


UC2-NormColon 


5971 


i 463086: 


1561.F12.gz43 314574 


F 


M00042525CH07 


UC2-NormColon . ; 


5972 


464287 


1561. IJ2.gz43_3 14577 


F 


M00642530D:A02 


f UC2-NormGolon v- 


5973 


447805 


1561.A14;gz43_3 14601 


f ;. 


M00042341D:Gir 


■ • .UC2-NormCoIon ' . 


5974' 


446188 


1561.G14.gz43 314607 


F 


M00042527C:A10 


UC2-NormColon 


5975 


468565 


1561.114.gz43_3 14609 


F 


M00042530D;F09 


UC2-NormColon 


5976 


470600 


1561.J14.gz43 3 14610 


F 


M00042532A:H03 


. UC2-NormColon 


5977 


457772 


1561.A15.gz43' 3 14617 


F 


M00042342A:B04 


UC2-NormColon 


5978 


446383 


1 56 l.E15.gz43_ 314621 


F 


M00042524C:C12 


UC2-NormColon 


5979 


446673 


1561F15.gz43_314622 


F 


M00042525D:E01 


; UC2-NormColon , 


5980 


,462779 


1561.L15.gz43 314628 


F 


M00042536B.G08 


UC2-NormColon 


5981 


446289 


1561.C16.gz43 314635 


F 


•M00042521A.F.IO 


y UC2-NormColon 


5982 


458146 


156 l.K16.gz43_3 14643 


F 


M00042534B:B08 


UC2-NormColon 


5983 


447690 


156l.L16.gz43 314644 


F 


M00042536C:A06 


UC2-NormColon 


5984 


452888 


156l.N16.gz43 314646 


F 


M00042540B:B03 


. UC2-NormColon 


5985 


461327 


1 56 l.B17.gz43_3 14650 


' : F . ■■ 


M00042344B:F02 


UC2-NormColon 


5986 


456958 


1561.E17.gz43 314653 


F 


M00042524D:A10 


UC2-NormColon 


5987 


467901 


1561.F17.gz43 314654 


F 


M00042526A:E10 


UC2-NormColon 


5988 


459981 


1561.K17.gz43_3 14659 


F 


M00042534B:D06 


UG2-NormColon . 


5989 


457218 


1561.Nl7.gz43 314662 


F 


M00042540C.A12 


UG2-NormCoIon 


5990 


463008 


1561.A18.gz43 314665 


F 


M00042342C:H03 


UC2-NormColon 


5991 


446341 


.1561.L18.gz43_314676 


F 


M00042536C:B03 


UC2-NormColon 


5992 


446389 


1561.018.gz43_3 14679 


F 


.M00042542A:Cil 


UC2-NormColon 


5993 


447096 


1561.P18.gz43 314680 


F 


M00042543B:H12 


' UC2-NormColon 


5994 


446984 


. 1561. B19gz43_3 14682 


F 


Mb0042344B:H12 


UC2-NormColbn - 


5995 


468767 


1561. F19.gz43_3 14686 


F 


M00042526A:F1 1 


UC2-NormCoion 


5996 


467884 


1561.HI9.gz43 314688 


F 


M00042529B:E03 


UC2-NormCoIon 


5997 


459881 


1561.A20.gz43 314697 


F 


M00042342D:D03 


UC2-NormColon 


5998 


447027 


156I.D20.gz43_3 14700 


F 


M00042523B.H01 


UC2~NormColon 


5999 


447380 


1561. F20.gz43_3 14702 


F 


M00042526B-.C12 


UC2-NormCoion 


6000 


"446304 


1561.021.gz43 314727 


F 


M00042542B:B01 


UC2-NormColon 


6001 


447072 


1561. C22.gz43_3 14731 


F 


M00042521D:G09 


UC2-NormCblon 


6002 


379335 


1561. 122.gz43_3 14737 


F 


M00042531B.D12 


UC2-NormColon 


6003 


228873 


156 l.L22.gz43_3 14740 


F 


M00042537A:A07 


UC2-NormColon : . 


6004 


446663 


1 56 l.D23.gz43_3 14748 


F 


M00042523C.E08 


UC2-NormColon 


6005 


464791 


1561.F23.gz43 314750 


■ F 


M00042526C:B12 


. UC2-NormCoion 


6006 


446595 


I561.K23.gz43 314755 


F 


M00042534D:D10 


. ■',"> UC2-NormColon. " '. 



Table 2 



SEQ 
ID 
NO 


CLUSTER 


V SEQ NAME .' " ■ ■ 


ORIE 
NT 


CLONE ID 


LIBRARY 


6007 


446439 


1561.023 .gz43_3 14759 


F 


M00042542B:C11 


UC2-NormColon 


6008 


458979 


l561.A24.gz43_3 14761 


F 


M00042343A:C05 


UC2-NormColon 


6009 


446620 


1561. C24.gz43_3 14763 


F 


M00042522A:A05 


UC2-NormColon 


6010 


452507 


156 l.F24.gz43_3 14766 


F 


M00042526D:A02 


UC2-NorfnColon 



216 





Table 3A Nearest Neighbor (BlastN vs. Genbaiik) v " : ,.- v ' • 


SEQ ID 
NO 


ACCESSN ' 


,'■ ■ : •• . : DESGRJP 1 ;;: >V^-:A . V ": 


P VALUE 


1 


AJ251957 


Ciona intestinalis mRNA for nuclear lamin (lamin L2 gene) . 


2.2 


. 2 


AF133812 


Strongylocentrotus pallidus isolate pR31 bindin gene, partial cds 


0:88 


3. 


AF051651 


Homo sapiens squalene synthase gene, intron 3, 5' end : 


0.0001 


4 


NM_016701 


;Mus musculus nestin (Nes), mRNA / 


0.24 


• 5 . 


Y09000 


R.norvegicus mRNA for dendrin 


0.11 


6 • . 


-; m7519 


Methanococcus jannaschii section 61 of 150 of the complete genome 


6:1 


7 


AK005889 1 


Mus musculus adult male testis cDNA 7 RIBCEN full-length enriched 
• ;: . library, clone: 17000 1 2B08, full insert sequence V 


e-139 




AB029343 


Homo sapiens HCR (a-helix coiled-coil rod homologue) gene, ' 
. • ; , : completecds ■*-'•; : " ■ '• : , ... • 


0.023 


• 9 


AB017505. 


Homo sapiens mRNA for Nori-2p, complete cds 


0 


: 10 


V AY024246 


•' Oryza sativa microsatellite MRG6571 containing (TCTA)X6, 

'.: genomic sequence ■ • - W-.- '- 


6.3 


11 


U32309 


Acipenser fiilvescens Afl4 cytochrome b gene, partial cds, tRNA-Thr, 
- : tRNA-Proand partial D -loop, mitochondrial genes encoding 
mitochondrial products 


6.3 • 


12 


XM 046070 


Homo sapiens KIAA0853 protein (KJAA0853), mRNA 


3E-48 


13 


AK001945 


Homo sapiens cDNA FLJ1 1083 fis, clone PLACE 1005232 . 


- ■ 2.2 


14 


AF1 11457 


Meleagris gallopavo clone TUCAl 141 microsatellite sequence 


0.076 


15 ; 


AKO 18499 


Mus musculus adult male colon cDNA, RIKEN full-length enriched 
"•• library, clone:9030409O13, full insert sequence j . 


. • o ; ; 


i6 ; 


AE002648 


- Drosophila melanogaster genomic scaffold 142000013385436- '■; ■■ 

•: --v • v ^.'."". , complete sequence v 


• 2.2 \ 


17 


AC001011 


Homo sapiens (subclone l_e5 from PI H43) DNA sequence, complete 

•';v,\ • . . • ■ sequence ' • / " • 


0.003 


18 


XM_039942. 


, Homo sapiens Meis (mouse) homolog 3 (MEIS3), mRNA 


' 0.75 : 


19 


AF099003 


Caenorhabditis elegans cosmid Y59C2A " 


0.75 


20 


U92972 


Mus musculus protease-activated receptor 3 (PAR3) mRNA, complete 

. ' . v'v : . ' ' '•'■• cds : v • '• r 


0.08 . 


21 


AE003935 


Xylella fastidiosa 9a5c, section 81 of 229 of the complete genome 


T 0.067 


22 


AB031009 


Homo sapiens DNA, MHC class I CL region, 7.1 ancestral hapiotype 


0.019 


23 


X94207 


'• • H.sapiensTPRgene(1365bp) 


4.8 


24 


AK025678 


Homo sapiens cDNA: FLJ22025 fis, clone HEP08518 >: 


2.2 V 


25 


AKO 14552 


Mus musculus 0 day neonate skin cDNA, RIKEN full-length enriched 
Y library, clone:463 2404006, full insert sequence 


e-176 


26 


XM 044013 


■';':/ ' Homo sapiens kinesin-like protein 2 (hklp2), mRNA 


0 


, 27 


NMJ)32993 


Homo sapiens nucleolar protein family A, member 1 (H/ACA small 
■ - ' nucleolar RNPs) (NOLA1), transcript variant 2, mRNA 


4E-50 


28 


NM_032315 


Homo sapiens hypothetical protein MGC43 99 (MGC4399), mRNA 


- V 0 : • 


29 


AK020701 


; - Mus musculus 6 days neonate skin cDNA, RIKEN. full-length /, 
\ enriched library, clone: A030009B 12, full insert sequence : 


0.0000002 


30 


AK021717 


Homo sapicns cDNA FLJ1 1655 fis, clone HEMB A 1004554 


: v 0M 
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• :' ■ Table 3 A Nearest Neighbor (BlastN vs.. Genbank) : , 


SEQID 
NO 


ACCESSN 


' >; : [ : . DESCRIP i - ,' 


P V ALUE 


31 


AL5 12453 


Human DNA sequence from clone CTC-1516K22 on chromosome 6, 
complete sequence [Homo sapiens]. 


0.00004 


32 


XM_005034 


Homo sapiens hypothetical protein FLJ105 1 1 (FLJ10511), mRNA 


2E-22 '•• 


33 ' 


"AF3 18896 


Cricetuhis griseus beta- 1 ,4rgalactosyltransferase 1 (beta4GalT- 1) 
mRNA, complete cds : • r 


078 


34 


/D29757 


Human gene for cytochrome P-450 aromatase, exon 1 (brain specific) 


3E-24 


: 35 


• AJ3 11520 


Gstreopsis ovata 5.8S rRNA gene, internal transcribed spacer 1 (ITS1) 
: • and internal transcribed spacer 2 (ITS2), strain Al 


0.79 


.36 


XM 038521 


Homo sapiens phosphatidylserine decarboxylase (PISD), mRNA 


; 0 ♦ 


37 


AK023043 


Homo sapiens cDNA FLJ12981 fis, clone NT2RP2006454 


3E-96 . 


38 


XM_045520 


Homo sapiens KIAA1595 protein (KIA A 1595), mRNA 


4E-16 


39 


ABO 17505 


Homo sapiens mRNA for Nori-2p, complete cds - 


0 


40 


AK002682 


Mus musculus adult male kidney cDNA, RIKEN full-length enriched 
library, clone:06 10027B03, full insert sequence 


e-138 


41 


NGJ01712 


Locusia migratoria mitochondrion, complete genome 


0.009 


'• ? 42" 


AL5 12453 


Human DNA sequence from clone CTC-1516K22 on chromosome 6, 
complete sequence [Homo sapiens] 


0.00001 


.43 


AK002682 , 


Mus musculus adult male kidney cDNA, RIKEN full-length enriched 
... library, clone:06 1002 7B03, full insert sequence 


e-125 


44 


XM_()39088 


> Homo sapiens KIAA09 14 gene product (K.1AA0914), mRNA 


0,76 


45 


U30291 


Schistosoma mansoni synaptobrevin-like protein gene, exon 2 and 
• : partial cds ' • -' 


0.69 


46 


<XM 052543 


Homo sapiens mitochondrial ribosomal protein L42 (MRPL42), 
: v : ' : '•• •• mRNA : • •.' • 


■ ... ,-• 
1E-26 : 


47 


AK026225 


Homo sapiens cDNA: FLJ22572 fis, clone HSI023 13 


0.0008 


48 


XM_043007 


Homo sapiens hypothetical gene supported by AK021969 
(LOC92 132), mRNA • 


1E-99 


49 


' M18824 


P.faciparum S antigen gene, complete cds 


0.003 


50 


XM_009311 


Homo sapiens zinc finger protein 304 (ZNF304), mRNA 


0.003 


51 


AK026697 


... Homo sapiens cDNA: FLJ23044 fis, clone LNG02454 


0 


52 V 


XM_035597 


Homo sapiens hypothetical protein AF140225 (AF140225), mRNA 


1E-98 


53- 


U81366 


Plasmid Rtsl killer protein and antidote protein genes, complete cds 


. . 0.26 . 


54 


U28921 


Phaseolus vulgaris ATPase gamma subunit mRNA, nuclear gene 
encoding mitochondrial protein, partial cds 


0.27 


'••'•'55. : 


AF305083 


Homo sapiens alpha(l,3)-fucosyltransferase IV (FUTIV) gene, 3' UTR 


0.031 


56 


D29757 


Human gene for cytochrome P-450 aromatase, exon 1 (brain specific) 


. 7E-20 


: "57 


XM_038048 


Homo sapiens similar to APICAL ENDOSOMAL GLYCOPROTEIN 
PRECURSOR (FL. norvegicus) (LOC9 1 372), mRNA - - 


0.0004 


: 58 


AK026860 


Homo sapiens cDNA: FLJ23207 fis, clone ADSE00968 


8E-12 





r : - Table 3 A Nearest Neighbor (BlastN vs. Genbank) 


Jul/ 
NO 


• ACCESSN 


>"v-" -v.. ';. DESCR1P ; 


P VALUE 




BCQW849 


Homo sapiens, Similar to hypothetical protein FLJ2056 1, clone 
MGC.8851 IMAGE:3878776, mRNA, complete cds / ; 


• 0 


60 


XM_036092 


Homo sapiens signal recognition particle 68kD (SRP68), mRNA 


0 


61 


XM_003 184 


Homo sapiens zinc finger protein ANC2H01 (LOC5 1 193), mRNA: 


0 


O J 


Z49806 


B.taurus mRNA for adenylyl cyclase type VII 


6.8 




XMJH8858 


Homo sapiens hypothetical protein FLJ23384 (FLJ23384), mRNA 


0 




NM_03231'5 


Homo sapiens hypothetical protein MGC43 99 (MGC43 99), mRNA < 


.'. 0 


DP 


AB057594 


Homo sapiens GSTT1 gene for glutathione S-transferase TT1, 
complete cds 


3E-69 


67 


XM 035597 


Homo sapiens hypothetical protein AF140225 (AF140225), mRNA 


2E-75 


68 


XM 035597 


Homo sapiens hypothetical protein AF 1 40225 (AF 140225), mRNA 


1E-71 


ov 


ABO 17505 


Homo sapiens mRNA for Nori-2p, complete cds 


0 


/U 


AK0 10143 


Mus musculus adult male tongue cDNA, RIKEN full-length enriched 
libraiy, clone:2310074B19; full insert sequence : : ' 


1.7 


/I >. 


AK008666 


Mus musculus adult male stomach cDNA, RIKEN full-length 
enriched library, clone:22 10008 A03, full insert sequence ; 


. . e-173 


/Z 


• L 18785 


Plasmodium falciparum DNA polymerase alpha gene, complete cds 


0.007 


/J 


XMj)03327 


Homo sapiens hypothetical protein FLJ10858 (FLJ10858), mRNA ' 


0 


• HA 


AK004786 


Mus musculus adult male lung cDNA, RIKEN full-length enriched 
library, clone: 1200015F23, full insert sequence 


.. 2E-11 


/ 3 1 


Z29969 


E. histolytica plasmid genes for ribosomal RNA and hemolysins 
HLY1, HLY5mcl HLY5mc2 HLY4 ; 


0.028 


/O 


AK024945 


Homo sapiens cDNA: FLJ2 1292 fis, clone COLO 1969 


0 


/ / 


Y 15931 


Homo sapiens CTNS gene, exon 10 and flanking intronic regions 


' ' 0.78 


/o . 


BC000610 


Homo sapiens, hypothetical protein FU 10986, clone MGC.908 
IMAGE: 3 347 108, mRNA, complete cds : / 


0 


79 


XM_()50424 


Homo sapiens KIAA1244 protein (KIAA1244), mRNA 


0:75 


OA 

oU 


NCJXH807 


Human mitochondrion, complete genome 


1E-36 


oi 


AF360266 


Arabidopsis thaliana unknown protein (F28C 1 L 8) mRNA, complete 

cds ; . ' " ' ' r ' : . ■• 


6.8 


82 


BC000225 


Homo sapiens, Similar to hypothetical protein FLJ10656, clone 
IMAGE:3350951, mRNA - 


"*';• 0 




XM_034107 


Homo sapiens hypothetical protein FLJ20758 (FLJ20758), mRNA 


"7E-32 


84 


AF305816 


Homo sapiens PRO063 3 mRNA, complete cds 


0.67 


85 


AF 196678 


HIV-1 isolate 96RW34 from Rwanda, gag protein (gag) gene, partial 

cds"'';'-' " ';>-." • • / ' • " • •. • - •' : - ■' 


\ 2.1 : 


86 


AK024927 


Homo sapiens cDN A: FLJ21274 fis, clone COLO 178 1 


6E-75 


87 


X77394 


P.philodendra mitochondrial DNA repeat unit 


0.23 
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SEQ ID 
NO 


ACCESSN 


• • - • descrip 


P VALUE 


88 


U41203 


Human short tandem repeat polymorphism UM32, D17S1333 


0.0001 


89 


ALU 15937 


Homo sapiens chromosome 17 y done CTD-2542F12, complete 
sequence - ^ ' ' 


0.65 


90 


AF245117 


Mus musculus leukocyte cell -surface molecule (Ly9) gene, exon 1 


0.74 


91 


XM_001412 


Homo sapiens metal -regulatory transcription factor 1 (MTF1), mRNA 


2E-50 ; 


92 . 


Ahu0669u 


Sulfolobus solfataricus section 49 of 272 of the complete genome 


0.26 


93 . 


: AJ292466 : 


Homo sapiens mRNA for WDR9 protein (WDR9 gene), form B 


9E-44 


94 ; 


NM 0 13983 


Homo sapiens neuregulin 2 (NRG2), transcript variant 4, mRNA 


0.27 


95 ; 


JO 13 90 


Emencella mdulans mtDNA between h2/h5 and bh2/b2 junctions, 
genes for ATPase subunit 6, cytochrome oxidase subunit 3, seven, 
unidentified proteins, twentyfour tRNA's and L-rRNA 


L:l - 


96 


AP000384 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone :MCE21 


V.ZZ 


97- 


AE001397 


Plasmodium falciparum chromosome 2, section 34 of 73 of the 
complete sequence ; * : 




98 


AE000192 


Escherichia coil K12 MG1655 section 82 of 400 of the complete 
genome ' ■'■ ■ • ■ ' 


0.003 , 


99 


AF3 16828 


Schistosoma mansoni zinc finger protein SmZF l gene, complete cds 


1.7 ' .:■ 


100 


BC007942 


Homo sapiens, nucleolar autqantigen (55kD) similar to rat 
synaptonemal complex protein, clone MGC: 14267 IMAGE :4 130726, 
mRNA, complete cds ' ; 


* * our 


101 


. L35301 


Homo sapiens nucleoside diphsophate kinase A (nm23-Hl) gene 
fragment * '• .. 1 : 


0.003 


102. 


AF1 14927 


Saccharomyces pastonanus CBS 1 53 8 small summit nbosomal RNA 
gene, mitochondrial gene for mitochondrial RNA, complete sequence 


; 0.27 




AF299248 


Drosophila melanogaster talin mRNA, complete cds 


1 . o 


104 


BC00319I 


Homo sapiens, GL004 protein, clone MGC: 89 5 IMAGE: 3 502929, 
mRNA, complete cds . r 




105 


U29926 


Human AMP deaminase (AMPD3) gene, exon 14 and 15, and 
complete cds . V ■ 


U.Uo 




BC003191 


Homo sapiens, GL004 protein, clone MGC. 895 IMAGE. 3^02 929, 
mRNA, complete cds 


0 


107 


AK022 127 


Homo sapiens cDiNA rLJlzUoj lis, clone tihMDn wuzz^y 


U.UUUo 


108 


D 16360 


Human DNA for plasma glutathione peroxidase, exon 1 


0.091 


'109 ; 


AK0 14138 


ftjfuc mucr-iiliic 1 1 Hnvc pmV\rvrt hpnH r"T^XTA RlfCP^J Mill— lipn erf n 

enriched library /clone: 31 10038 A IT, full insert sequence : 


; " ' . 6 - 


110 


XM_006914 


Homo sapiens cold shock domain protein A (CSDA), mRNA 


0.079 


111 


U31283. 


Mesotaenium caldanomm clone mesphy la phytochrome gene, partial 
cds, exons 4 through 10 


0.56 


1 12 


XM_049935 


Homo sapiens hypothetical protein FLJ 14950 (FLJ14950), mRNA 


• 0 





• :;; • ' • Table 3A Nearest Neighbor (BlastN vs. Genbank) > 1 ^ 


SEQ ID 
NO 


ACCESSN 


. : ? DESCRIP " 


P VALIJF 

x v rujuxi 


113 


AE001329; 


Chlamydia trachomatis section 56 of 87 of the complete genome 


0.75 


114 


XM^037830 


Homo sanien^ OT.F- 1/FRF a<;<\OPiafpr1 7inr finder apnpYtCTA AfW^OA 

XXW1HV/ OCXJ^I^xXO V»/JL#i . J. / J «i_fX ClOOV/V/ltXlt'lA 4L.Yil\j XlLkfeKjl £-^11^ ^XX^/TLcTA/ / UVy^, 

mRNA ;,: ' v •- • . . . : • >; . : • ' :/ , ) ' \: , . ■ ; : . v. • - ■ ■ ■ 


0.25 


V 115/ 


AE006368 


T aptoPOPni<; lactic <*nh*;o laptiQ TT 14.m ^pptinii 1 *\0 of 91R rvftVip 

complete genome .; '-'V V; - ; 


0.0003 


116 


XM 049935 


Homo <aniens hvnofhetical nrotein FLJ 149 50 YFLJ 14950V mRNA 


0 


117 


XM 032533 


Homo ^aniens hvnbrhetical nrotein FLT1 2787 YFIJ 12787V mRNA 


0 ■ 


118 


AT309861 


Homo ^aoipns nartial mRNA for mitativp nrotpin kinase 1 \VNTC 4 

1 X \ JX X 1 OOX/XV^XU L/tXX IX (XX 1 1 1-1 VI 1 iX 1U1 UllluUVv 1J1 Ulv 1 1 1 XvXXXCXOXvi Tf lllVT 

(PRKWNK4 eeneV ' > : ". ' ■ ■ • - 


9E-76 


119 


' BC005173 


Homo sapiens, KJAA0255 gene product, clone IMAGE: 3 5079 18, 
mRNA " ; ' • - : " v - - -' : ' 


2E-38 


120 


AF068758 


Drosophila melanogaster SIR2 (Sir2) mRNA, complete cds 


0.083 


121 


AK017307 


Mim mimciilns 6 davs neonate head cTDNA RTKEN fiill-leneth 
enriched library, clone:5430414B19, full insert sequence 


0.003 


122 


XM 036208 


Homo sapiens sphingosine kinase 1 (SPHK1), mRNA - ' 


2.1 


123 


XM_ 039960 


Homo sapiens PC3-96 protein (PC3-96), mRNA 


0 


124 


XM 039306 


Homo sanieris hvoothetical nrotein FLJ20400 IFLJ20400 ) mRNA 


0:08 i 


125 


: yu 049°3^ 


Homo saniens hvnothetical nrotein FLJ 14950 (FLJ14950i mRNA 


0 


126 


AE006080 


Pasteurella multocida PM70 section 47 of 204 of the complete genome 


: 2.1 


127 


XM__009518 


Hnmn cani^nc \A/ATT1 inHupifilp ^icrnalirKy nafhwav nrotf*in '7 ^AVTSP2V 

mRNA . • '.' ' • • V. '•• • " ' "•'•• ^•"y' " : . : 


0.16 


128 


\J3\jL\jJ 


Hnmn <ranipnc lipta-nrimp-aHantin ^APlRli apnp exon 15 

XlUlllU a<l^lVi/ll0 UViO ^Jlllllt fJUtipilll \'VL iJJlj £,l>lU_r, ^/AUU X -- ' 


0.022 


129 


AF267996 


Homo sapiens muscle-specific protein (C4orf5) gene, intron 3 


0:34 


130 


AF1 3 1 ft^Q 

AT IJI OJ7 


T-Tnmn csmipTic r*lr\np mRlVA ipniiPTiPP 


1.8 


131 


T 

JL**t o*t / ^ 


Urtrnn ccinipriQ T<;iiHplriTip f\ hi from PI H91^ DNA sennpnce 


0.01 


132 


ym nun 17 


Hnmn cnnipnc tihinnitinfition tartor F4.R TriomolofOll's to VPH^t TIFD2 i 

a TRF4R , mRNA . ' ' ; v - 


1.6 V 


133 - 


XM 008267 


Hnmn Qnnipnc: colnfp parrier familv 16 ^monorarhoxvlic acid 
tran<;r>ortpr^ member 6 TSLC16A6V mRNA ^ 

L.1 Q.1 ljUV/l Ivl & /j . lllviiiUvi w ^kjx^v x v/x xv/ y ^ *iu.vj. ^ l * 


0.23 


134 


AF 162923 


Beet soil-borne virus RNA3 isolate 6b 22K protein gene, partial cds 


. 6.6 


135 


NM_010053 


Mus musculus distal-less homeobox 1 (Dlxl), mRNA 


: 2.5 


136 


. AF257303 


Mus musculus synaptotagmin II (Syt2) gene, complete cds 


0.85 


137 


Z92837 


Caenorhabditis elegans cosmid R0 3 El, complete sequence 


0.027 


138 


AF258528 


Loligo pealei phospholipase G mRNA, complete cds 


0.74 


139 


M65252 


Bacillus thuringiensis alesti delta endotoxin gene, complete cds 


0.075 


140 


M 14954 


D. melanogaster (W-IR1 mutation) j factor DNA, complete cds 


0.053 7 


141 


Z48636 V 


C.novyi gene for alpha-toxin 


0.026 


142 


XM 036491 


Homo sapiens hypothetical protein MGC3771 (MGC3771), mRNA 


; 0:002 
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SEQ ID 
NO 


ACCESSN 


. ; .-^ •-.</?/•.: ;..>-'.' ,. : - .. ... V:.- S .vv'.-". -.; ; . ■ 
■-'■Kv : s - DESCRIP : "vl " ; :- ; - ; -v; v 


P VALUE 


. 143 


AK020198 


Mus musculus 15 days embryo male testis cDNA, RTKEN full-length 
enriched library, clone:8030442B05, full insert sequence \'j 


0.53 


144 


AJ404228 


Sacchafomyces douglasii mitochondrial tRNA gene cluster 


0.022 


145 


AJ297708 


Rarhis norvefficus RT6 f^ene for T ce\\ HifTpTPTitiatirvn mnrVpr RT^ 9 
exons 1-8 v - - : ' : ';'"-;-X ' ■ : ■ 


0.024 


146 


AK026697 


Homo sapieiis cDNA: FLJ23044 lis, clone LNG02454 


1.9 


147 


AE001370 


Plasmodium falciparum chromosome 2, section 7 of 73 of the 
complete sequence - ; 


: 0.017 


148 


AF325208 


Acetabularia acetabulum nicotinamide nucleotide transhydrogenase 
(Nnt) gene, exons 6, 7, 8, and complete cds ; 


5.2 t 


149 


L78770 


Homo sapiens (subclone 1 f7 from PI H43) DNA sequence 


0.068 


150 - 


AF182214 : 


Glycine max glutamine synthetase gamma 2 subunit gene, 5'-flanking 
region and partial cds ,. 


0.2 


151 


AF359513 


Lolium rigidum clone LR1 acetyl-CoA carboxylase mRNA, partial 
cds; nuclear gene for plastid product \ v 


. 02 


.' 152 


AE004798 


Pseudomonas aeruginosa PA01, section 359 of 529 of the complete 
genome . • • '■ ';: . • •. . 


" '2.(5 


: 153 


NM 021699 


Rattus norvegicus serine/threonine kinase (LOC60328), mRNA 


1.8 


154 


XM 040539 


Homo sapiens interphotoreceptor matrix proteoglycan 200 r ' 
(SPACRCAN), mRNA ' ' . ■ , > 


' . 2.3 . - ; 


155 


AE006894 


Sulfolobus solfataricus section 253 of 272 of the complete genome 


0.027 - 


156 


Y14603 


Erwinia amylovora srlA, srlE, srlB, srlD, srlM and srlR genes 


0.8 


157 . 


AF181720 


Homo sapiens RU2 AS (RU2) gene, complete cds; and RU2S (RU2) > 
gene, partial cds V ' : 


0.051 


158 


XM 043815 


Homo sapiens hypothetical protein FLJ2 1 736 (FLJ21736), mRNA 


1.1 


■159 


AF006059 


Pasteurella multoeida PM70 section 26 of 204 of the complete genome 


1.6 


160 


AF 15 1097 


Homo sapiens voltage-dependent anion channel (VDAG1) gene, ; 
exons 8 and 9 and complete cds ; V - . • 


0.074 


161 


AF165136 


A/fvr*r»nlacma mvrnirlp*: mvpniHf*; T C* Ywrmthpfirfl] *5nrfapp locatf*fl ' 

membrane protein and lipoprotein B precursor (lppB) genes, partial 

cds .. -. - - . '.. 


0.23 


162 


XM 016392 


Homo sapiens hypothetical protein FLJ 12768 (FLJ 12768), mRNA : 


2.1 


163 


AF 170544 


Magnaporthe grisea vacuolar- ATPase (VATP) mRNA, complete cds 


0.15 ; 


,164 


AY045680 


Arabidopsis thaliana Atlg08350/T27G7_4 mRNA, complete cds 


0.009 


165 


AF285100 " 


Bos taurus lysophosphatidic acid acyltransfesrase gene, complete cds 


16 


166 : 


AF 194 170 


Dictyostelium discoideum cudA protein gene, promoter sequence and 
partial cds : - 


0 039 


167 


AF242446 


Homo sapiens LINE- 1 insertion dimorphism LID-3 empty site 
sequence '*"' . ' . ; • . .• " ^ '■' 


0.043 
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SEQID 
NO 


ACCESSN 


: - :v - > - descrip ' / *. 


P VALUE 


168' 


AF084196 ".; 


Pan troglodytes gamma-aminobutyric acid receptor A5 subunit 
duplicated gene, 5'UTR region ; ; 


0.88 


169 


AK021754 


Homo sapiens cDNA FLJ 11692 fis, clone HEMBA1004983 


0 


170 


AE006002 


Caulobacter crescentus section 3 28 of 359 of the complete genome 


16 


171 


AL096734 


Homo sapiens mRNA; cDNA DKFZp434M0l 1 (from clone 
DKFZp434M0li) ' ~> s - ' ;v : V : ; . ; ' 


0.015 


; 172 


; AF251351 


Homo sapiens 2 -5'oligoadenylate synthetase 3 (OAS3) gene, promoter 
region , -Vy • ' V: ; " '• -\ " 


\'2J' :J 


173' 


AF061244 


Agrocybe aegerita B type DNA polymerase (Mtpol) gene, complete 
cds; tRN At Asn gene, complete sequence ; and unknown genes, 
mitochondrial genes for mitochondrial products ; 


0.0006 


174 


: X95275 


P.falciparum complete gene map of plastid-like DNA (IR-A) 


0.1 


176 


" M88599 


Entamoeba histolytica P-glycoprotein- 1 (pgp 1 ) gene, complete cds . 


: 0.12 


177. : 


AYO 19624 


Oryza sativa microsatellite MRG 1949 containing (AT)X40, closest to 
marker Rl 167, genomic sequence / ^ • ; 


0.017 


178 


NM__026040 


Mus musculus RTKEN cDNA 2810036K01 gene (2§ 1003 6K01Rik), 

mRNA--: •• V^' V;'^ LV^,\,~' ' : *i\ . '.' .- V v ; : 


e-101 


179 


AL162040 


Homo sapiens mRNA; cDNA DKFZp434Nl99 (from clone V. 
DKFZp434N199) i ^ \. ' \ 


• e-152 


180 


AJ295190 


Human coxsackievirus. All genomic RNA for partial polyprotein 
gene/isolate VR- 169, ATCC * - ' 


• ' 1.5 


181 


AJ298684 


Phylloxera sp. MBLM2 mitochondrial ATP6 gene for ATP synthase A 
chain subunit 6 • '. : : ' 


• 0:5 1 


-> . ; ' •-■ ..." • 

; 183 


AF268064 


Candidates Carsonella ruddii natural-host Calophya schini RNA 
polymerase beta subunit (rpoB) and RNA polymerase beta-prime . 
subunit (rpoC) genes, partial cds . ; ' ■ 


0.012 


184 


U27374 


Human Menkes disease gene (ATP7A), exon 16 


0.51 


185 


D 10767 ' 


Epizootic haemorrhagic disease virus serotype 1 (EHDV-l) gene 
encoding VP2 protein . \: •: ■ - 


0.049 


186 


AJ002256 


Mus musculus minisatellite tandem repeat (MMS73) 


.0.058 


187 


AB007546 


Homo sapiens gene for LECT2, complete cds 


2E-11 


188 


AF254573 : 


Cricctulus griseus origin recognition complex subunit 2 mRNA, 
complete cds • 


0.57 , 


r\ • * -i 

189 


AK024903 


Homo sapiens cDN A: FLJ2 1 2 50 lis, clone COLO 1253, highly similar 
to AB020527 Homo, sapiens mRNA for Na/P04 cotransporter 
homolog : , - : "' ■ ' • . * .' •' V 


•e-135 


190 


AF359513 


Lolium rigidum clone LR1 acetyl-CoA carboxylase mRNA, partial 
cds; nuclear gene for plastid product - 


? 0.15 • 


191 


AJ237585 


Mus musculus mRNA for hypothetical protein expressed in " : 
thymocytes (clone MFT M05. 13/MTA.B 10.066), partial 


4.4 


192 


AF233591 


Mus musculus son-of-sevenless 1 (Sosl) gene, partial cds 


0.52 


193 


X81190 


M. musculus DNA flanking site of transgene insertion 


4.8 


194 


AF232246 


Tetrahymena thermophila clone Tlr 1 Int integrase-like protein gene, 
complete cds ^ • ^'.-h ' 'i.v" - V' " : •" • • ' "'• : . V ' • ■.; '■ • 


0.53 : 





" ' ; : Table 3 A " Nearest Neighbor (BlastN vs. Genbank) ? ' v > 


SEQID 
NO 




\ .. ~ lyJ-rUVfAlT . • . •_ 


D \7AT T TP 


195 


AR034969 


i nermococcus sp. jdiuui cgit^ cgLA,.cgtL., cguu, cgtJb genes tor 
cycioiTidiioaexLrindic, cyciuniauouexirin giucanoiransierase, /: 
vyciumdiiuucAuin uni^ 
mpmhranp nrofpin pomnlpfp prlc 


-JL.o 


196 




Ixodes granidatus 16S ribosomal RNA gene, mitochondrial gene for 

iiuivjVsiiuiiiu. lai ivi ^ yjcii v icn o^v^Li^ii^vi/ 


0 OAK : 


. 198 


XM_0 16002 


Homo sapiens LOC88174 (LOC88174), mRNA 


. .4 


199 


AC091698 


Homo sapiens clone RP1 1-5 96 J6, complete sequence 


0.000003 


200 


79Q76^ 


Fliivpriii nrincrlpi Offpcl-f cpphp ~ • . 


0 09 


: 201 


AB048873 


Macaca fascicularis brain cDNA, clone:QnpA- 10763 


0.053 


202 


AF7 86367 


Hntnn ^anipriQ T-TN/TCtTY ppiip nrnmntpr 

I 1U111U OClJJlt<llo 1JQV1VJ1 1 £^11L>, yjl WlllVJlt'l 


0 007 


; 203 - 


AR029073 


Mus musculus Kkm gene for Ser/Thr kinase KKIAMRE, exon 13, 14, 
jitiH pnmnlptp cd*; • " — • • " ... .- ; " 1 ; 


3 9 


204 


/"VJT \J Z, J O Z. 


l^OllCIlOIlllllUlClIllCb op. lylcHlalla lUo IllllUOUUUUilal liUUbUnuII rvIN/v. 
(Tr^no r^iirti^il cpniipnpp" mifoplinnHHii? ctptip far tnitnrlinTirlTiJil nrnHnpf 


0 045 


205 


at iaooos 


T-TiimoTi.T^Xr A cpniipnpp frr\m p1r\TiP DP 1 1 —iH^T-T 1 7 r\tl phrnmnenmp '• 
liUIilall LJi^i r\ bCmJtllCC iruiIi_L.lUilC XVr 1 l-H-jOlll / Ull UlUUIIlObUniC v . 

Yn9^ 1 _77 1 pnmnlptP cpnuPnpp rHnmn cjitSiptiqI • .'•■»*"•'■•' 


0.16 


206 


1\ ivi v l yvj 


T4r\mo c^inipnc hvnnthf»tip^1 nrntpin N/tOP^S^O rN/TrrPSS^O\ mRMA " 


9F^35 v 


207 


A]<T0 1 A676 


\yfn<r» mi ir^n ItiiT lO /Jn ;r ri^^r^o^/* cl^m i^*T^^.r A T?TTt ThM fiill i/^n(rtn 

iviiib uiUbcuiLib iu udyb ricoridte bKJii lAaxsjc-iN iuii-iciigiii 

Llll UUlcUj, ^1U*IIC*T / J J. 4 * 1 J» VJW J , lull UloC'll dCl|UClltW 


0 g2 


208 


AK07717R 


Hnmn c^nipriQ pDNA Fl T7147S fi<? rlnnn H^Tll^^Q 

FlUillU b<l^Jlt»lll5- Vrfl_/X>( r\. I J't /. J llc», vlUHL- IlOU JUJ-', 


0 021 


209 


100775? 


nfanrTP^itip trvnciti T op tip pnmr^lptp pHc ' 

AVtll p<lll^/lC<lLlV llj^Jolll 1 gdLC, ^Ullipil^LC LUo 


0.016 


210 


D49412 


Human gene for interleukin 3 receptor alpha subunit, exon 11 


0.067 . 


• 211 


rv I WHO J / o 


/AaaUiUUJJMs lliclilaiici r\. L /yyv/ v / rtlv Juu iillvin/-\., v^uiiipictc ^ui 


' 2 ^ 


213 


AJ0 11013 


Cicer arietinum epicotyl EST, clone Can 133 


4.7 


214 


vu 00K71 1 


Uorri r\ ciit^iPTic mpnn n A Kptii rX/TFPIR^ mRMA 
riUlilU od^JlCllD lllVflJllll Jr\., UCld ^1V1J_<V lljjy lllXVLN/Tk. 


5.6 


215" 


AT 0715110 


pQpnnrriiil^Hiti c plp<ynnc pncmiH Y9f^F^ A pnmnlptP Cphiiptipp 
ll<lULllUo dV/^dllo IwUjIIUU 1 A\)LUA, ^L>111LJ1V/1^ o^V^Llv^ll^s^ 


0.084 


216 


AK027136 


Homo sapiens cDNA: FLJ23483 fis, clone KAIA04052 


6.6 


217 


TJ03554 , 


DaciHus thiiringiensis mornsoni EG2158 transposon Tn5401 site- 
specific recombinase (tnpl) and transposase (tpnA) genes, complete 

Cds . ' - ; 


0.46 


218 


ytu 043^84 


Hnmn c?tnipnc nnlnyrnn rpr\P5»t iitiH QOPS rinv-pnntiiiriincT 1 ( A^IRl^ ' T 
rTUlllVJ bdpiCllb ulltvyiilL lCpCut CHILI OUv/O UUA L/UUUUlllllL, 1. ^rVOlJ 1 ) f 


. 2'.2. 


219 


AE001177 


Borrelia burgdorferi (section 63 of 70) of the complete genome 


0.094 


• 220 


AK0 18148 


Mus musculus adult male medulla oblongata cDNA, RIKEN full- 
length enriched library, clone:6330408Pl 1, full insert sequence 


1.6 


221 


- AF271148 


Botryosphaeria ribis isolate 96-131 small subunit ribosomal RNA ; : 
gene, partial sequence; mitochondrial gene for mitochondrial product 


0.65 J 


• 222 


XM_008090 


Homo sapiens KIAA0419 gene product (KIAA0419), mRNA 


0.25 


: :223 


Z54541 


H.sapiens CpG island DNA genomic Msel fragment, clone 132c 1 1^ . 
forward read cpgl32cl l.ftlb ' - f • 


6.4 





Table 3A Nearest Neighbor (BlastN vs. Genbank) : ; - ^ :;':[: 


SEQID 

1NVJ 


ACCESSN 


• DESCRIP -:V'^; / v. ' :v ; ;.• ^ 


P VALUE 




XM_042689 


Homo sapiens fascicuiatiori and elongation protein zela 2 (zygin II) 
(FEZ2), mRNA * ; ^ • > ">--' ; "vV.:.'.^ Y : 


0:69 


226 


AF3 17083 


Anoplostoma viyiparum isolate BrhlO large subunit ribosomal RNA 
gene, partial sequence; mitochondrial gene for mitochondrial product 


0 22 . 


'227: ; 


AE006436 


Lactococcus lactis subsp, lactis :IL l403 section 198 of 218 of the 
complete genome •' .---Uv^V 4 ' Ti ; -: c ';/ : v^ ; -.;. •;. . 1 - 


0.029 


228 


. AK027535 


Homo sapiens cDNA FLJ14629 fis, clone NT2RP2000448, weakly ■ 
similar to KES I PROTEIN ; : : H ' ; ;; 


: 7E-76. 




BC004209 


Homo sapiens, NIMA (never in mitosis gene a)-related kinase 6, clone 
MGC:4434 IMAGE:2958695, mRNA, complete cds : -Y ^'y ' 


3E-36 


230 


: AC002183 


Homo sapiens (subclone 2_h8 from BAC HI 1 1) DNA sequence, 
complete sequence v • 


0.0000004 


231 


AF242489 


Prochlorococcus marinus UreC(ureC), UreB (ureB), UreA (ureA), 
UreD (ureD), UreE (ureE), UreF (ureF), and UreG (ureG) genes; •• 
complete cds '•• ' y:y:y /•//.•••* ■ ' ':. 


0.0003 


232 


AF385396 


Homo sapiens psoriasis susceptibility gene, partial sequence 


/ 0.027 


•:■ 233- . 


; AE006749 


Sulfolobus solfataricus section 108 of 272 of the complete genome 


2.1 " 


234 


X73501 


H.sapiens gene for cytokeratin 20 


0.25 


235 


" AJ296801 


Glyptotendipes pallens 18S rRNA gene (partial), 2 S rRNA gene, 28S 
rRNA gene (partial), internal transcribed spacer 1 (ITS1) and internal 
transcribed spacer 2 (ITS2), clone Gpaits9 


0.49 


236 


X17627 


C. thummi DNA transposable element TECthl - ; 


0.59 


237 • 


•AF 157924 


Eutamias dorsalis cytochrome b (cytb) gene, complete cds; 
mitochondrial gene for mitochondrial product ■' / 


0.T9 


.238 


XM_040836 


Homo sapiens similar to calcium channel, voltage-dependent, alpha 
1H subunit (H sapiens) (LOC9 1809), mRNA 


0.38 


239 


AF097103 


Oreina melanocephala 16S large subunit ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


. 0.23 


240 


AK013974 


Mus musculus 1 3 days embryo head cDN A, RIKEN full-length 
enriched library, clone:3 1 10002D09, full insert sequence 


0.73 


241 


AK022073 


Homo sapiens cDNA FLJ1201 1 fis, clone HEMBB1001653 


. 0.26 


242 


XM J) 12392 


Homo sapiens ubiquitin specific protease 8 (USP8), mRNA 


2 


243 


AB048604 


Mus musculus Neu-2 mRNA for sialidase, complete cds 


0.54 


244 


. AF275235 


Drepanaphis utahensis 12S small subunit ribosomal RNA gene, 
partial sequence; tRNA-Val gene, complete sequence; and 16S large 
subunit ribosomal RNA gene, partial sequence; mitochondrial genes 
for mitochondrial products ; . ■ - -y ■;• • 


u.u /o • 




XMJ)32956 


Homo sapiens cat eye syndrome chromosome region, candidate 2 : 
(CECR2), mRNA ^ • V " ■ \ , - fc-V -'A ' V: 


• ; i '2.2 


246; 


XM 050246 


Homo sapiens secretory protein SEC8; KI AA 1699 protein (SEC8), . 
mRNA ' " ; - '^r'^'y^ 1 • • ' 


v; o 


247; 


X69200 ; 


D.tigrina Dth-1 gene, exon 2- v 


0.49 


248 


M33582 


O.cuniculus beta-casein gene, complete cds • 


0.006 


250 


AB048604 


Mus musculus Neu-2 mRNA for sialidase, complete cds . 


0.46 



225 





^ ; :/ f. : Table 3A Nearest Neighbor (BlaslN vs. Genbank) . ; i t ".' 


SEQID 
NO 


" ACCESSN 


: descrip • 


P VALUE 


251 


- U4o594 


Heliothis virescens insect storage protein (SP4) mRNA, partial cds 


0.022 


252 


AT 1 CL"* CCl 

ALlo25o3 


Human DNA sequence from clone RP1-250J2 1 on chromosome 
Xpri.22-l 1.4, complete sequence [Homo sapiens] . 


\ 0.2 •'. 


253. 


Ar2o403o 


Cucurbita maxima phloem serpin-l mRNA, complete cds 


0 19 


254 


AK02669? 


Homo sapiens cDNA: FLJ23046 fis, clone LNG02491 


0.6 


.' 255 ' 


AF069199 


Tnoxys betulae NADH dehydrogenase 1 gene, mitochondnal gene 
encoding mitochondrial protein, partial cds 


0:19- 


256 


71 ^AOO 


L.pimpinellifolium gene encoding vacuolar invertase . 


0.7 


257 : 


AB041256 


Panonychus mori mitochondrial COl gene for cytochrome oxidase •• 
subunit 1, partial cds, strain: TtDe"'. 


All ' 

0.21 • ; 


258 


AK022820 


Homo sapiens cDNA FLJ12758 fis, clone NT2RP2001328 


0.25 . 


259 


AE006782 


Sulfolobus solfataricus section 141 of 272 of the complete genome 


1.4 


260 


Ar027o56 


Homo sapiens cholesteryl ester transfer protein gene, promoter region 


A AAA A A 
U.0U0U4 


261 




H.sapiens CpG island DNA genomic Msel fragment, clone 22b3^ 
reverse read cpg22b3.rt la . . 


A AAAA1 : 


262 


AF266097 


Orthetrum cancellatum large subunit ribosomal RNA gene, partial 
sequence; tRN A- Valine gene, complete sequence; and small subunit 
ribosomal RNA gene, partial sequence; mitochondrial genes for 
mitochondrial products ". 


0.0/7 


263 


XM 003119 


Homo sapiens dynein light chain- A (LOC51 143), mRNA 


5.6 : 


264 


AF099990 


Rattus norvegicus Ste-20 related kinase SPAK mRNA, complete cds 


. : 0.54 : 


265 


AE007394 


Streptococcus pneumoniae section 77 of 194 of the complete genome 


2.2 


266 


L07545 


Leishmania tarentolae kinetoplast mitochondrial MURF2 edited 
mRNA, complete cds 


0.U02 


267 


L09706 


Homo sapiens complement component 2 (C2) gene allele b, cxons 1 
through 8 


0.073 


268 


AF174326 


Pauesia unilachni 16S ribosomal RNA gene, partial sequence; : . 
mitochondrial gene for mitochondrial product . 


O.Uoj. 


269 


Z79.794 


M musculus dystrobrevin gene, exon 8 


1.8 . ; 


1 270 


AB029325 r 


i^ryza Saliva gene lor waier ciidiinei protein xv vv\^p, pruiuuicr region 
and complete cds - 


1.7 


-"•'271- 


U42461 


Xenopus laevis neural specific DNA binding protein (Xgli3) mRNA, 
complete cds 


1.6 


.272 


XM : 029784 


Homo sapiens CGI-53 protein (LOC5 1098), mRNA . 


.6E-23 


.273 


D140H 


Mouse reg II gene for regenerating protein II, complete cds 


0.071 


274 


AF179235 


Homo sapiens short-chain dehydrogenase/reductase 1 (SDR1) gene, 
exons 2, 3, and 4 : 


•'■ ; -. ; -2.1-; : : 



226 





7/^ :--- ' : r- /Table 3 A Nearest Neighbor (BlastN vs. Genbank) '\ 


SEQ ID 
NO 


ACCESSN 


: - ..• • ;: -;' ;v ; : W" descrjp . " 


P VALUE 


275 • 


. AF26491 1 : 


Campylobacter jejuni putative UDP-N-acetylmuramate-alanine ligase 
(murC) gene, partial cds; putative integral membrane protein, putative 
MutS (mutS), restriction. and modification enzyme Cjel (cjel), putative 
transferase, and putative integral membrane > 


0.22 , 


.276 


AF266074 


Gomphus exilis large subunit ribosomal RNA gene, partial sequence; 
tRNA- Valine gene, complete sequence; and small subunit ribosomal 
RNA gene, partial sequence; mitochondrial genes for mitochondrial 
products/. .' : • ■ "*>>'•'-■ >"' : 


• 0.021 


277 - . 


AF229988 


Cryptosporidium parvum P-type ATPase3 gene, complete cds 


1.9 


278 - 


AF250346 


Xenopus laevis early growth response protein 1 (egrl) gene, partial 
cds' . ." ■ ■ *' v /-' -""'V ' : - ' • V 


0.25 


279 


AL 157448 


Homo sapiens mRNA; cDN A DKFZp76 1 E03 1 1 (from clone 
DKFZp761E03ll) . : . /'^-V "'"V; '':C ^ ' l' 


0.00001 


280 


AF386078 


Homo sapiens serine-cysteine proteinase inhibitor clade C member 1 
(SERP1NC1) gene,"complete cds ' " ; 


2:1 


281 


S80932 


MVAT5-RX2 VSG=variant surface glycoprotein {promoter} 
[Trypanosoma brucei= African (rypanosomes, Genomic, 6583 nt] 


0:003 


■ 282 . 


U09478 


Dictyostelium discoideum KAx-3 LagC protein (lagC) mRNA, 
complete cds ^ Vv : " '■ .' • ; 


.0.008 


283 


U63580 


Oxytricha fallax micronuclear actin 1 gene, partial sequence 


0:022 


284 


VAF3484.il' 


Macaca mulatta Per4 pseudogene sequence 


0.0008 


• 285 


AF053645 


Homo sapiens cellular apoptosis susceptibility protein (CSEl) gene, 
exons 3 through 10 ' 


: 0.0002 


287 


.U90928 


Arabidopsis thaliana glyoxalase II mitochondrial isozyme (G!x2-1) 
mRNA, nuclear gene encoding mitochondrial protein, complete cds 


' . ' 2.2 - 


288 


AB050751 


Carabus pseudopusio mitochondrial ND5 gene for NADH : 
dehydrogenase subunit 5, partial cds 


v 1.6 : 


289 


AF275220 


Prociphilus fraxinifolii 1 2S small subunit ribosomal RNA gene, 
partial sequence; tRNA- Val gene, complete sequence; and 16S large 
subunit ribosomal RNA gene, partial sequence; mitochondrial genes 
for mitochondrial products 


0.003 


290 


NM 014358 


Homo sapiens C-type (calcium dependent, carbohydrate-recognition 
domain) lectin, superfamity member 9 (CLECSF9), mRNA 


0.009 


291 


D25274 


Homo sapiens mRNA, clone:P02ST9 


1E-38 


292 


:AF1 11936 


Caliithrix jacchus isolate MJ50037 alpha (1,2) fticosyl transferase •; 
(FUT1) gene, partial cds > r.'/- 


.18 


293 


AL592159 


Human DNA sequence from clone RP13-237P14 on chromosome X, 
complete sequence [Homo sapiens] 


o.i8: 


294 


AX013928 


Mus musculus 13 days embryo headcDNA, RDCEN full-length 
enriched library, clone:3100003M19, full insert sequence 


L9 


295 


AF289199 


Mus musculus junctin and aspartyl beta-hydroxylase (Asph) genes, 
partial cds / ;] ': : -i.~v 


0.079 



227 





v ' - - • Table 3 A Nearest Neighbor (BlastN vs. Genbank) 


SEQ ID 
NO 


ACCESSN 


: descrj^^^\ ^ / ; • . 


P V ALT JF 


296 


AE001425 


Plasmodium falciparum chromosome 2, section 62 of 73 of the 
complete sequence - :• r : ; : ' 


0.008 


297 : 


XM 01 1029 


Homo ^aniens LTM domain-containing nrpfprrpd translocation nnrtnpr 
in lipoma (LPP), mRNA • r? v l^;f r" ; ".' :.-.\y 


0 23 


298' 


AF105034 


Arabidopsis thaliana delta7 sterol C-5 desaturase (STE1) gene, 
complete cds ' " ; • '-. .■ '. 


0.009 


. 299 


L77040 


Homo -sapiens (subclone 8_c 11 from PI H22) DNA sequence 


9E-14 


300 


AF278536 


Parastrongyloides trichosuri heat shock 70 protein gene, complete cds 


o:6i 


302 


' Z28216 


S.cerevisiae chromosome XI reading frame ORF YKL216\v 


1.7 


303 .•• 


; AJ008049 


Chrysolina colasi 16S rRNA gene ' ' 


0.0007 


304, 


AF280812 


Glycine max putative Hslpro-1-like receptor mRNA, complete cds 


; 0.67 


305" 


AK007831 


Mus musculus 10 day old male pancreas cDNA, RIKEN full-length 
enriched library, clone:1810()48N2 l > full insert sequence 


• 0 047 . . 


306 


AL163543 


Human DNA sequence from clone RP1 1-424E2 1 oh chromosome 13, 
complete sequence [Homo sapiens] \ 


0.64 


307 : 


AF045022 


Bos taurus phosphatide acid-preferring phospholipase A 1 mRNA, : : 
complete cds ••' •* .". .;-». ■. ' 


5 


308 


AB052731 


Oilconleura lonfficanda OilBfa mRNA for hrachvurv orotein comnlete 

K.SXIYVJlJX^rUX <X ll&l-WvIXXVlXX V7 liin'lCI 4XXXVJ. ~ L X lv* \J± Civil J U* T . V-' 1 V/ 4- v 1. 4 L ^ wwlllyivtv 

cds ": '" - ' • .-V ■ " ■ • : - 


1.8 


., ■ 
309 


AF 194275 


Holbrookia maculata clone HMFL 12S ribosomal RNA gene, partial 
sequence* mitochondrial gene for mitochondrial product 


63 


310 : 


AJ400814 


Dictyostelium discoideum srfA gene, alternative promoters 


0.024 


311 


AK002854 


Mus musculus adult male kidney cDNA, RIKEN full-length enriched 
library, clone:06 10039P 13 , full insert sequence 


0.68 


.312 


. . U25177 


Helobdella robusta cyclin A mRNA, partial cds 


0.023 


313 


AK011102 


A/fnc mnQPiilitQ 11 Hhvq pmhrvn livpr rDNA RTFCFN fiill-lpnpl'h ■* 

lvlllo lllllS^LllUo 1J KXayo viiiUijrVJ livv-i vJL/I^xa., xnj-IVAjI^i 1u.11 ivii£^iii 

enriched library, clone :25 10044F 14, full insert sequence ,;*.->.•' 


: 0.51 


314 




Homo saniens cDNA FLJ1 13 19 fis clone PLACE 10 10293 


0.0006 


315 


U67282 


Human mis5-homolog (MCM6) gene, exon x 


0.014 


316 


XMJ340357 


Homo sapiens chromosome 6 open reading frame 5 (C6orf5), mRNA 


15 


317 


AK006073 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone: 1 7000 17M07, full insert sequence 


. 6 7 


318 


AE001381 


Plasmodium falciparum chromosome 2, section 18 of 73 of the 
complete sequence ; ■ 


0.18 


319. 


NM_0 17678 


Homo sapiens hypothetical protein FLJ20127 (FLJ20127), mRNA • 


3E-57 


320 


BC004680 


Mus musculus, Similar to coxsackievirus and adenovirus receptor, • • 
clone MGC:5878 IMAGE: 3 50049 1 , mRNA, complete cds 


0.24 


321 


AK002181 


Homo sapiens cDNA FLJ1 13 19 fis, clone PLACE1010293 


0.007 


322 


U90946 \\ 


Dictyostelium discoideum myosin heavy chain kinase B (MHCK-B), 
mRNA, complete cds • • : '•' . ; , 


0.003 


323 


Y 14277 


Drosophila melanogaster mRNA for nuclear protein S A 


0.062 





' Table 3A Nearest Neighbor (BlastN vs. Genbank) / 


SEQip 
NO 






r: VAJLUtl. 


324 


. .^ Z 17272 . ; 


H. sapiens DNA segment containing (CA) repeat; clone AFM248wcl; 
single read " ; ■ ' y - T;''r- " ' ; r - ".. : ';"\ v • ■. •= - 


: 6.25 


• 325 >' ; 




E.gracilis chloroplast P-700 chlorophyll alpha apoprotein (psa A and 
psao/ genes, coiupieie cus r. • : * . •. ■■■■■ _ 


U.Uzj 


326 


Y14952 


Mus musculus gene encoding immunoglobulin J chain precursor • 


0.24 


-327 




Streptococcus pyogenes Ml GAS strain SF3 70,. section 125 of 167 of 
tne complete genome ... 


D.O • 


328- 


AF079804 


Candida albicans N-acetyl-glucqsamine-6-phqsphate deacetylase 
(DAC1) and glucqsaminc-6-phosphate deaminase (NAG1) genes, ' 
complete cds; and hexokinase (HXK1) pseudogene, complete 
sequence • ' 0? % : .: ' ••. ; ,■ - • .>.,;'■ 


2 : • ■ 


329 


AiYl yJLyjLD 


Homo sapiens Machado-Joseph disease (spinocerebellar ataxia 3, 
olivopontocerebellar ataxia 3, autosomal dominant, ataxin 3) (MJD), 

mRMA' 7 ••• ' *• ' •' r'. „•* • 7 -V.' • "... 


/.O 


330 


AK022820 


Homo sapiens cDNA FLJ 12758 fis, clone NT2RP200 1328 


0.24 


331 




Mus musculus heat shock transcription factor 1 (Hsfl) gene, partial 

cds : . • .:; •. •,V : ' j -•'">-''<•..' z s ''• <■]:)■. • . "•- r ' ' 


U.U53 


332 


• AL049263 


riomo sapiens mKiNA, cuina. ujvrZ/pjD4r Ijj ^irom cione : 
DKFZp564F133) ' ■ : ; ' ■ : > : . . • - ; i '.. - •■ 


'■ 0 059 ' 


333 


AP001233 


Homo sapiens genomic DNA, chromosome 2pl 1.2, clone: eos607/2 


0.003 


: 334, 


a en moo i 


riuiiio oapiciis Dr\\~s Lioiic i\r i ■i~zv/oivi < t iruiii /, cuiiipicie bcqueiicc 




; . 335 ' 


U03248 


Human chromosome 21 clone pVC 1.23c 


3E-56 


336 


AJVl U40/JO 


rtomo sapiens lensin ^iiNoj, nuviN/v 


z 


' 331 ■ 


AJ279150 ! 


Homo sapiens partial TFNR gene for transcription factor-like nuclear 
regulator, exon 3 1 • : : : - 


0 


338 




Kaiius norvegicus cnemoKine k/\in mo gene, promoter sequence 


n no i 


339 


AK0O0939 


Homo sapiens cDNA FLJ 1 0077 fis, clone HEMBA1001864 


0.21 


340 


A T7 1 © O C 1 H 1 " 

Arlooji / 


Staphylococcus aureus Bit-like protein SbtA (sbtA) gene, complete cds 


U.UUo 


: 341 


AF202562 


Homo sapiens DNA methyl transferase (DNMT 1 ) gene, exon 13 


: 0.22 


342 


XMO 17967 


Homo sapiens hypothetical protein FLJ 1373 2 similar to tensin 
(FLJ 13732), mRN A ; 3 . ; " S 


, 2.7 ; 


343 


/Yr.UDlooD 


riomo sapiens cione oBo-i z o/\ijji Dinaing sequence in vivo 


0 71 


•344 


M77188 


Campylobacter jejuni argininosuccinate lyase (argH) gene, complete 


0.22 


345 


U95137. 


Rattus norvegicus Na+-Ca+ exchanger (NCX1) gene, exon 1-Ht . 


0.24 


.346 


AK019943 


Mus musculus 6 days neonate head cDNA, RIKEN full-length 
enriched library, clone;5430403G16, full insert sequence 


• 0.74 


347 


BC005571 


Mus musculus, ubiquitin specific protease 14, clone MGC:7 106. ■ 
IMAGE:3157723, mRNA, complete cds . . . / 


0.41 


: 348 / 


XMJ326968 


Homo sapiens hypothetical protein MGC2668 (MGC2668), rnRNA 


4E-16 



229 





T i Tabic 3 A Nearest Neighbor (BlastN vs. Genbankj 


SEQ ID 
NO 


ACCESSN 


",>•: ; :' v '"- : *'■-■/:'■ ~> DESCRIP . 


p VALUE 


A 

349 


:' ' 
AK024903 


Homo sapiens cDN A: FLJ21250 fis, clone COL01253, highly similar 
to AB020527 Homo sapiens mRNA for Na/P04 cotransporter : . 
homology ''.' : V: • • ' ■'•».• • : -v 


7E-28 


350 


'U85645 . 


Oryctolagiis cuniculus fructose 1,6, bisphosphate aldolase (AldB) 
gene, complete cds ; ' : " J :'r- .;V;-.~:V? V< ; - l.^ 


0,075 : 


351 


AF388026 


Homo sapiens fibrinogen, B beta polypeptide (FGB) gene, complete 

cds •■ : :< " ; :V : -- -. .'• " ."• 1 : > • . . ' : -. > - 


. 5^8- 


^352 ;. 


AY028321 


Homo sapiens pro-melanin-concentrating hormone-like 2 protein 
(PMCHL2) gene, exons 4, 5a, and 5b, alternatively spliced '.' \; 


0 : 0003 


353 


AL5 13491 


Human DN A sequence from clone RP1 1-79A2 1 on chromosome X, 
complete sequence [Homo sapiens] ^ ^ . • > ; 




354 - 


M92068 


Chimpanzee retrovirus-like sequence-isoleucine b (RTVL-Ib) gene, 5' 
and3'LTR ■ : 




355 


XM 002120 


Homo sapiens zinc finger protein 262 (ZNF262), mRN A . 


0.007 


356 


X02435 


Tetrahymena mitochondrial gene for tRNA-Phe (GAA) 


0.028 


357- 


XMJ)33459 


Homo sapiens syntaxin binding protein 1 (STXBP1), mRNA 


2.1 


.358 


NM_0 15770. 


Mus musculus non-agouti (a), mRNA • 


0.64 


359 


AJ296103 


Staphylococcus aureus repNVH99 gene for replication protein and 

smr gene- v.' .•; "... . •"• ■""••V- '"" - . - • 


0:15 


360 


; Z12840 


O- cuniculus mRNA for protein of unknown function 


e-131 


. 361 


XM 038370 


Homo sapiens hypothetical gene supported by AKOO 1938; AK00 1941 
(LOC91424), mRNA : ; ' * * v 


0.0002 


362 


AF 108684 


Rhipidomys mastacalis cytochrome B (cytB) gene, mitochondrial gene 
encoding mitochondrial protein, partial cds , : 


0.009 


363 


NM_020045 


Mus musculus HIRA-interacting protein 5 (H1RIP5), mRNA 


1.8 


364 


AK024439 


Homo sapiens mRNA for FLJ00029 protein, partial cds 


•'. 0.73 


. 365 


AK025445 


Homo sapiens cDNA: FLJ21792 fis, clone HEP0044 1 


2:1 ... 


366 


AP000307 


Homo sapiens genomic DNA, chromosome 21 q22.1, D21S226-AML 
region, cione:f6C7, complete sequence V 


0.00004 


367 


AE000818 


Methanobacterium thermoautotrophicum from bases 264585 to 
276866 (section 24 of 148) of the complete genome 


2.3 . 


368 


AK001J64 


Homo sapiens cDNA FLJ 10302 fis, clone NT2RM2000Q42 


0.13 


369 


XM_02910l 


Homo sapiens KIAA0947 protein (KIAA0947), mRNA 


0.95 


370 


AK022191 


Homo sapiens cDNA FLJ12129 fis, clone MAMMA 1000198 


0.029 


371 


Z54280 


S.scrofa gene for skeletal muscle ryanodine receptor 1 


1.9 


: ;372v 


AY037259 


Arabtdopsis thaliana AT3 g52 1 20/F4F 1 5 230 mRNA, complete cds 


; } - 9.6 


. '373 : 


XMJD34599 


Homo sapiens acid sphingomyelinase-like phosphodiesterase , r . 
(ASM3A), mRNA • ' : ' ; ^'fi vV ■■ : ;- : : 


/: . 0 


'374 


XM_046914 


Homo sapiens S WI/SNF related, matrix associated; actin dependent- 
regulator of chromatin, subfamily f, member 1 (SMARCF1), mRNA 


, 3E-16; : 


•375 


:^86340- V; 


Mycoplasma-like sp. 23S and 16S ribosomal RNAs, Tyr-transfer RNA 
and lie-transfer RNA, complete cds 


" o m '. 


'376 : 


V ABO 19507 


Drosophila kanekoi gene for glycerol-3 -phosphate dehydrogenase; . [. 
complete cds ;•- ■ :: "• ' 


' 1.3 '•' 
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■ " : Table 3A Nearest Neighbor (BlastN vs. Genbank) -V; 


SEQID 
NO 


ACCESSN 


; - : : ) : - \'??-\' : ;. DESCRIP y>V^X ^ : r""- - - j ' 


P VALUE 


. - 377' 


AF 106915 


Phodopus sungorus luteinizing hormone beta subunit mRNA, partial 

cds \ •'• • • /. \' ' : •' .• : . ' ' : . ' 


6.61 


J lo 


AL354800 


Human DNA sequence from clone RP 1-3 1615 on chromosome 20 
Contains the 3' end of the KIF3B gene encoding a kinesin family 
member 3B (KIAA0359) and ESTs, complete sequence [Homo ., iv ■ ' 
sapiens]. -: : : '{\ '*-.'•; y ■ : ; , 'C' 


0.0001 


"XIO 

j (y 


AL 133430 


Homo sapiens mRNA full length insert cDNA clone EUROIMAGE 

233360.' . ■ . : -" '• • ' ■{'"' 


0.66 r 


... J6U 


AF085894 


Homo sapiens full length insert cDN A clone YP97D 11 


0.0002 


381 


AJ286750 


Sesbania rostrata rnRNA for phosphoenblpyruvate carboxylase (pepc 
gene) . ^ ; : . - " '''••/,•' .'' 


0.068 


Joz -: 


XM_0404i5 


Homo sapiens region containing hypothetical protein; mutL (E. coli) ,. 
homology (LOC82389), mRNA 


0-128 


383 ' 


Y09794 


A.rabiei microsatellite DNA s >' ' 


.1.2 


Jo4 


AB047905 


Macaca fascicularis brain cDN A, clone : Qnp A- 1591 1 


I? 


385 • 


AK001451 


Homo sapiens cDNA FLJ 10589 fis, clone NT2RP2004389, weakly 
similar to PROBABLE MITOCHONDRIAL 40S R1BOSOMAL 
PROTEIN S9 PRECURSOR 


' 1.5 - 


386 ' 


AF010473 


Schizosaccharomyces pombe myosin-like protein Sp8 (sp8) mRNA, 
partial cds ]■[.'•' v;: ■ 


; o.i9 


'* *2 Q O • 
JOO 


AL 133604 


Homo sapiens mRNA; cDN A DKFZp434G 16 1 5 (from clone 
DKFZp434G1615) • 


0.00006 


Joy 


XMJ)09252 


Homo sapiens methyl-CpG binding domain protein 3 (MBD3), 
mRNA • v / ■:■"'<" ■ ' 


0.055 


>■ 390 


AB053116 


Polyandrocarpa misakiensis mRNA for putative eukaryotic petide 
chain release factor subunit 1 , complete cds 


1.5 • ! 


391 


AL138666 


S. pombe chromosome I cosmid c694 


1.3 • 


392 


AF091933 


Pleurotusostreatus small subunit ribosomal RNA gene, partial \: ■ 
sequence; mitochondrial gene for mitochondrial product 


0.078 


393 


■Z37964 


Staphylococcus sp. genes encoding QacC and replication protein . 
(rep827) > ' - . • • • . - : , . , \ . " . , : ; ' , - l\: . 


0.073 . 


394 


AB020712 


Homo sapiens mRNA for KIAA0905 protein, complete cds 


2E-64 


39j 


BC009023 


Mus musculus, Similar to prostaglandin E receptor 4 (subtype EP4), , 
clone MGC:7183 IMAGE: 3 48 1696, mRNA, complete cds 


1.5 


J9o 


XM_010128 


Homo sapiens odz (odd Oz/ten-m, Drosophila) homolog 1 (ODZ1), 
mRNA • v * 


0.55 




AM Ul 1 JpD 


riomo sapiens iiypoineut/di proiein ri\uuoij ^rivuuoij;, iiuvLNrv - 


53 


. j9o 


XMJ)40694 


Homo sapiens AD03 1 protein (AD03 1), mRNA 


L3 


399 


AE006177 


Pasteurella multocida PM70 section 144 of 204 of the complete 
genome " ' . ; • '.' 




400- 


AL1 13079 


Bdtrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation-' •'• .' 


1.2 ' • 


401 • 


U39694 


Mycoplasma genitalium section 16 of 5 1 of the complete genome 


0.84 


402 


XMJH6314 


Homo sapiens ankyrin 2, neuronal (ANK2), mRNA 


4.6 
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" Table 3A Nearest Neighbor (BlastN vs r Genbank) • " 


SEQ ID 
NO 


ACCESSN 


• . - , : ' DESCRIP : : • [ 


P VALUE 


,403 


XM_045362 


Homo sapiens likely homolog of rat kinase D-interacting substance of 
220 kDa; KI AA 1250. protein (KIAA 1250), mRNA 


7E-77 


404 i 


NM 028513 


Mus musculus RIKEN cDNA 1700052K15 gene (1700052K15Rik), 
mRNA • 'f::c7 : ■ ^ . . 


' •• . 9 ; 


405 \ 


U47416 •' 


Solanum allophyllum NADH dehydrogenase subunit (ndhF) gene, 
chloroplast gene encoding chloroplast protein,, partial cds - 


'0.2 


406 


'NC_002502 


Lactococcus lactis subsp. lactis plasmid pC1305, complete sequence 


; 5.3 : ' 


407 


-'AF269561 


Staphylococcus epidermidis strain SRI clone step. 101 0e06 genprriie 
sequence • • \ >Y : /i-y. S " 


£ 6.19 


409 


AF336128 


Lumpy skin disease virus strain Neethling; 5' partial sequence 


] 1.5 •• 


410 


AB058397 


Oryza sativa CHS gene for chalcone synthase, complete cds 


, 0.16 


411 


AE006830 


Sulfolobus solfataricus section 189 of 272 of the complete genome 


0.21 


412 


AY035064 


Arabidopsis thaliana unknown protein (T20CM 0_100/AT3g63000) . 
mRNA, complete cds •.'_<•'• 


' 0.22 


413 


: AF 158049 


Platybrachys decemmacula 16S ribospmal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product . 


0.063 . 


414 


NM_026444 


Mus musculus citrate synthase (Cs), mRNA ' ' >""'-; 


1.7 • 


415 


BC007820 . 


Homo sapiens, clone IMAGE:4303165, mRNA 


0 


416 


V AJ295228 


Caenorhabditis elegans mRNA for MAGUK protein DLG-1 (dlg-1 
gene) " \<" - '■ : ' r','- : X ' --V. V"'; • • ' .' :/> 


0.2 


417 


AB028633 


Flammuiiiia yelutipes mitochondrial gene for DNA polymerase, RNA 
polymerase, complete and partial cds 


0:6/: 


418 


Y09794 


A.rabiei microsatellite DNA ; % 


1.2 


419 


AB054063 


Pagrus major lpl gene for lipoprotein lipase, complete cds 


v. 5.9 


420. 


AF323928 


Plasmodium falciparum GcpE (gcpE) gene, complete cds ' . - • 


. 0.14 


421 


/M31012 


Chicken MHC class I B-FIV-B 12 alpha-chain gene, complete cds j 


; 1.2 


' 422 • 


Z49806 


B.taurus mRNA for adenylyl cyclase type VII 


6.1 


; 423 . 


AB009907 


Luciola kuroiwae mitochondrial DNA for 16S rRNA, partial sequence 


' 0.003 


424 


X76693 


C.coli (UA585) sodB gene for superoxide dismutase 


- 0,45 


- 425 \ 


•AF284942 


Carex capitata tRNA-Thr, partial sequence; trnT-trnL intergenic 
spacer, tRNA-Leu, and trnL-trnF intergenic spacer, complete \ : 
sequence; and tRNA-Phe, partial sequence; chloroplast genes for \ 
chloroplast products . ' -A ; - Y v ' • 


0.29 


426 f 


.- • -. 
AKO 17986 


Mus musculus adult male thymus cDNA, RIKEN full-length enriched 
library, clone: 5830443 G21, full insert sequence 


.5.1 ; 


427 


-AL5 12549 


S.pombe chromosome I B AC pB2B4 


' 1.6 


428 


AF283669 : 


Homo sapiens kallikrein 14 (KLK14) gene, complete cds 


2.3 • - 


429 


"Z 12842 : 


Oxuniculus mRNA for protein of unknown function 


5E-73 


430 


XM J 16894 


Homo sapiens LOC8624 1 (LOC8624 1), mRNA 


3E-65 


431 


X96616 


P.primaurelia gene encoding 156D surface antigen 


0.23 . 


' 432 


•X02175 


Schizosaccharomyces pombe cdclO start gene 


.0.027 


433 


AK021807 


Homo sapiens cDNA FLJ11745 fis, clone HEMBA1005526 


.0.001 
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' . ;': : ' : • : ' :; \V Table 3A Nearest Neighbor (BlastN vs. Genbank) ■ - 


SEQID 
NO 


: ACCESSN 


; ' ■ 1 - • ' ■ DESCRIP 


P VALUE 


434 : 


XM 005233 


Homo sani ens nrotein ohosnhatase 9 fformerlv 9 A i rptnilntnrv ciVhiinit 
B (PR 52), alpha isofonri (PPP2R2A); mRNA ■ : v 


5E-09 


435 


X52623 


Rice 4-CL eene for 4-coumarate-CoA lieaseYEC 6 2 1 19V 


0.63 


436 


^K005294 


ttiii<;pii1iis adult malp pprphpllnm pUNA R TTCFTsI fhll-lpno+1-i 

enriched library, clone ; 1 5000 1 90 1 6, full insert sequence \ 


lE-16 


437 


AF002337 


Ohlamvdia muridamm section 65 of 85 of the eomnlefp apnnmp 


0.049 


438 


AF 106574 


Oaenorhabditis elppans cosmid F02D9 comnlpfe sennpnpp 


0.7 


439 


X56866 


S.alba 5S rRNA gene y '•• 


0.74 : 


440 


AF127158 


Orocnnhila maiiritiaria ("^11-70 siinproxidp dismntasp fSod\ pptip pxnns 

1 and 2 and complete cds • 4 : ^ - > - 


1.7 ' 


441 


T 108466 


Npnhila rlavines alanine tRN A &ene comnlete seouence 


2.1 


. '442 : 


A YD? 1916 


Oryza sativa microsateliite MRG3 561 containing (TA)X22, genomic 


1.5 


443 


T 09269 


ArahidhTisis thaliana ohvtochrome b t?ene~ exons 2 and 3 . • . 


0.079 


444 


• AC007095 . 


Homo sapiens B AC clone RP 1 1 -3 03 A22 from 7, complete sequence , 


0.23 : ; 


445 : 




Mus musculus 1 1 days embryo cDNA, RIKEN full-length enriched 
lihrarv' rlonP'9700094-FO 1 full itisprt seniipnre - • 


p'l9 


446 


A F3 094 15 


Cyprinus carpio ovarian fibroin-like substance-2 mRNA, partial cds 


0.008 


447 


X0^956 


Potato Ytptraoloid varietv Maris nioert natatin ffene 


0.003 


; 448 


BC008617 


Mus musculus, clone IMAGE: 3 588380, mRNA, partial cds : ; 


0:07 


449 


A 194.91 4.6 


iVlaUritieila aJIIlclla iop riviNa gCIlC ^pdllliU/, J.OO I ivixr\ gCliC, ^t/O 

t-RKTA opnp ^r^^rti^il i anH infprnnl ti*^n<;pTiHpH'Qr4JiPPr<l 1 and 9 fTT*£l 
Ir\j.N/\ hciic ^U<xi Lidiy ciiiu liLicnidi u tuioUi luyu , apa^vii d i emu a \i i o i, 

1TS2 1 clone 1 ' ' "' f '' • ' ' ' . .• " "V : - . ' V : - 


0.07 


450 




Rnvinp desmncollin mRNA comnlete cds - 


0.066 


451 


AB048954 


Macaca fascicularis brain cDNA, clone: QnpA- 10509 


\ y 0:48 


452 


/-\J3y\/ 1 1 JO 


Rnrrplta hiiradorfpri ^prti on 22 of 70 1 of the comnlete ffenome 


0.18 


453 




Plasmodium; falciparum chromosome 2, section 3 5 of 73 of the 

prtmnlpfp Qprinpnpp * ' 


0025 


454 


AF91XQ04 


Hnmo sanipns attrartin nreciirsor YATRNi eene exon 19 v 


L6 


455 


AT<rn9SD7k 
/VTvUZ JU / o 


ttntrin qanipris rDNA : FT 121425 fis clone COL04162 


1E-71 


456 




VpaQt mitnrhondrial nri9-ori7 repion ONA with nutative nentide 


0.34 


'457 


. Y\/f 01 1 1 S6 


Homo sapiens hypothetical gene supported by AB007970: 
(\ OrOOlrSOV mRNA 


; 0 006. 


458 


. t\JS\) 1 J 1 ow 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
lihrarv clone'4930422122 full insert seauence 


0.007 


459 


APOQ04.99 


Homo sani ens clone RP11-691A12 comblete seauence 


0.013 


460 


U06154 


Human clone 2004V-I-1 from chromosome lq terminal region ; 


1E-19 


461 


i AE001 123 ; 


Borrelia burgdorferi (section 9 of 70) of the complete genome . 


0.83 . 


v .462 { 


; '.. Y17797-' ;' 


Enterococcus faecalis gph, ydjH, ydjG, ydjl, pbp4 and ydiC, ORF2 
and ORF3 genes, partial - ■ 


0:22 ; 


463 ; 


AB026906 ; 


Homo sapiens SDHD gene for small suburut of cytochrome b of 
succinate dehydrogenase, complete cds 


0.042 


■ 464 


L13942 : 


Human (cione.Cos35)* glycerol kinase (GK) gene, exons 1-3 


0.042 


465 


; U81510 : 


Spodoptera frugiperda caspase-1 mRNA, complete cds 


0.041 





Tabic 3 A Nearest Neighbor (BlastN vs. Geribank) v 


SEQ ID 

NO. 




. ■' ' ..•».-• M^oLJxLr. •< • .- .• "•/••.:•.• • • 


r VAJLUb 


466 


AJ003222 


jDprreiia ourguonen iigiv, nor, tnar,.giaA, giqt>, moxK, ortl, ortz, 
orB, orf4 and orf5 genes • 


0.58 


467 i 


A VOl 41 7Q 


Capsicum annuum branched-chain amino acid aminotransferase •; .> 

llllVIN /A, L-UlllJpit.LV/ A/Ua , » , 


i r 

;• ;l.o 


,468 


AF120317 


Mus musculus mahogany (mg) gene, exons 


0.56 


469 


AE007451 


Streptococcus pneumoniae section 134 of 194 of the complete genome 


0 005 


470 


AF305819 


Homo sapiens PRO0777 mRNA, complete cds 


0.055 


471 ' 


AF045950 


Mus musculus D16Jtiu5 YAC 183G11 acentric end, partial sequence • 


0.22 : 


. 473 •' 


AJVl U1U410 


tlOlllU bdpiCIlD vJ 1 x -UlllUlilg piULClll IdgO ^ivrtVJO J, IllXyLN/\ 


U.-It 


. '474 


A1V1_U I o U U4 


Homo sapiens amyotrophic lateral sclerosis 2 (juvenile) chromosome 

rr> crirtri svi-nrlifiatP "X f AT QOPP^ mRMA . • . ' : r-'; ".; • 

region, ediiumdie j ^rYL»ozy^ivj j, nirviN/\ 


n noons 


:. 475 




Homo sapiens cDNA FLJ1 1758 fis, clone HEMBA 1005609, highly 
similar to Horno sapiens mRNA", cDNA DKFZp564K133 (from clone 

UJS^rZ,pj04rvl j j) \ ■ i ; • - • . . : - ■ • •• 




476 


a icnm ^7<i • 
AE.UUZ3 ly 


Drosophila melanogaster genomic scaffold 142000013385638, 
complete sequence . * . - 


u. / - ■ 


477 


AJrl)4 fOf l 


Homo sapiens dystrophin (DMD) gene, deletion breakpoints 1-3 in : . 
intron 5 - ? ' • ■ • . '"•••/• 




"'* 478 ' 


* AT ^QQTfll 


Human DNA sequence from clone RP1 1-391F23 on chromosome 6, 
cpmpieie sequence [rioiuo bdpieiisj * 


o nooo<) 


479' 


ArZojJ4J 


LJaniO reno protein Kinase iNpK mKJNA, compieie cas 


O 14 


480 


AM_Uj lo ly 


Homo sapiens CREB/ATF family transcription factor (GREB-H); , 


0 44 


481 


AJV1_0 ju / oU 


Homo sapiens ATP-binding cassette, sub-family C (CFTR/MRP), . 
memoer z i/vdi^zj, ituvina 


O 077 


,482 




Homo sapiens human endogenous retrovirus HML6.28 gag and pol 
pseuflogenes, complete sequence 




483 


AK022914 


Homo sapiens cDNA FLJ12852 fis, clone NT2RP2003445 


2 


484 


XM_032753 


Homo sapiens hypothetical gene supported by AK0224 1 2 
(LOC90584),,mRNA 'vV. 


1.9 r 


485 


AMU1o4jo 


riomo sapiens iiypouieiiwi proLein rijj hj// ^rL.ji'tjz / ), iiu\xHt\. 


. v/.VJvJ 


486 


AF130764 


Equus caballus FN1 gene, partial sequence 


4 . 


487 . 


AlsAJZ4ZoO 


xiomo SdpiCIla H_^L>r\ n^J Y L \Z.L L \ lib, L1UUC IN l Zlvr JVJWtu^o 


2E-18 


488 


AF348342 : 


r^iasmoQiurri maianae caseinoiync protease i^ ^cip^^ gene, pdrudi l<u>, 
apicoplast gene for apicoplast product : ; 


! • Q:23 - ' 


489 


XM 029336 


Unmn <:anipn^ similar to nota^ium voltape-pated channel subfamilv 
H (eag-related), member 2; ether a go-go related (M. musculus) 
(LOC90 134), mRNA ^ /V -v:- 


6.2 


490 


■ BC005951 


Homo sapiens, clone MGC: 14588 IMAGE:4249174, mRNA, , 
complete cds • 


5E-35 


491 


AJ391749 ; 


Vicia melanops genomic repetitive element, clone M29 


0:13 


492 


•AFli54170 • 


Sceloporus dugesii 12S ribosomal RNA gene, partial sequence; ; 
mitochondrial gene for mitochondrial product ; 7 


; 0:21 ' / 
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" '' V " . ' : Table 3 A Nearest Neighbor (BlastN vs. Genbank) * : . . 


SEQED 
NO 






r VAJLrUil 


493 


Ao4U0U 




U.Zl 


494 


, AP000418 


Arabidopsis thaliana genomic DN A, chromosome 3, PI clone:MPK17 


0.003 


495 


AJZ / /4Zo 


oceneaesmus opnquus rmiocnonoriai 
rKJN a., zjo rtviN /Y genes, sirain Pvoj-z :■ 




496 


•:' i 1 1/1/17. 


Mycoplasma hyorhihis repeat regions in potential metal binding , . 
prptein gene region „.:., .. 




497 


AY029764. 


Mus musculus TRAM 1 mRNA, complete cds 


0.23 


498 


Y\ A m 1 1 '7*1 ; 

XM_y 3 1 1 IS 


riomo sapiens parainyroiu. nor i none \r i ri), mi\uN a. 


• \J . LL. . 


499 


A imAlrfCO 

Arz /Uioo 


Staphylococcus epidermidis strain SRI clone step. 105 1102 genomic 
sequence w V' ' -v '•• • * ,: - -'- V; 


U.Z4 


500 


A r"n/ ill : 
Ar J Jo 131 


Lumpy skin disease virus strain Neethling, 3' partial sequence 


J. j 


501 - 


AF 195272 


Mus musculus serine/threonine kinase AIE1 gene, complete cds 


6.7 • 


502 


NL_UUzJ22 


Laqueus rubellus mitochondrion, complete genome v 


A OA 


503 


AK007179 


Mus musculus adult male testis cDNA, RflCEN full-length enriched 
library, clone: 17001 12J16, full insert sequence 


• 0.24 - 


504/ 


: .' TTTV7AA 
V : UJZ /UO 


riaemopwjus lmiuenzae jkq secuon zi or ioj oi me complete geiiome 


u.oo 


505 


. AF247555, 


Drosophila mauritiana heat shock protein 68 gene, partial cds 


.1.9 "' 


506 


NM_011l46 


Mus musculus peroxisome proliferator activated. receptor garrima 
(Pparg), mRNA v 


0.024 


507 




Mouse oeta-casein gene, compieie cas . 


O 009 


508 


AB003043 


Phycomyces blakesleeanus classll chitin synthase (PbCHSl) gene, 
complete cds : - 


0.68 


509 


> * T TOOl 1 o • 

Uov34o . 


Human papillomiavirus type 16 variant, complete sequence 


■ \J .\Ji. 


511 


A mTA 1 Hf\ 

At 2 /uloU 


Staphylococcus epidermidis strain SRI clone step. 1051 e03 genomic 

sequence.: .* ' •• * '• ■ • '" ' • ; 


f) 077 


512 


AF1 19554. 


Plasmodium falciparum para-aminpbenzoic acid synthetase gene, 
complete cds , ; '? 


\ 0.078 


513 


A YO 14991 


Waterstoniella sp. CAM-2000 cytochrome oxidase subunit I (COT) 
gene, partial cds* mitochondrial gene for mitdchondnal product 


U.DO 


514 


NM^O 13037 


Rattus norvegicus Fos-responsive gene 1 (St2), mRNA 


0.085 


515 


Arlo9U03 


Hepatitis c virus isolate vj/arvi poiyproiein gene, compieie cus 


O 09K 


516 


U23442 


Tetrahymena thermophila RR internal deletion sequence 


O 9S 


517 


Ar3olo3o 


Homo sapiens SNP EC1 1 psoriasis susceptibility gene candidate 
interval, partial sequence 


0.0003 


518 


NM1023755 


Mus musculus Tcfcp2 -related transcriptional repressor 1 (Crtrl- 
pending), mRNA V ; ' : . ■ 


0.009 


519 


NM1004706 


Homo sapiens Rho guanine nucleotide exchange factor (GEF) 1 
( ARHGEF 1), mRNA 


3.4 


520 


X67164 


P.hybrida T-DNA integration region 


0.063 


521 


:•• AB042275 


Canine herpesvirus CICP0 gene for infected cell protein 0, complete . 

cds : : v . ;"• •'. ; ' ! - :v ;: ' : • 


0.66 


. .522 


ABO 19942 


Arabidopsis thaliana gene for sigma factor SigA, complete cds 


1.4 
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■ } i — : Table 3A Nearest Neighbor (BlastN vs. Genbank) v 


SEQID 
NO 


. ACCESSN 


. :. ,* - y )Af- :: ':': : . DESCREP ' •"•;.\-; ; .^. : 


P VALUE 


523 


AF270382 ' ; 


Staphylococcus epidermidis strain SRI clone step.4041fD2 genomic 
sequence ; V. ; v •' ;/ • " " """ ■ V.'' : \ . . '; • y 


0.23 


524 


AF284897 


Carex supina tRNA-Tlu:, partial sequence; trnT-trnL intergenic 
spacer; tRNA-Leu, and trnL-trnF iritergenic spacer, complete 
sequence; and tRNA-Phe, partial sequence; chloroplast genes for * 
chloroplast products ; ? : , -''X^ 


: 0 23 


525 


AK000493 


Homo sapiens cDNA FU20486 fis, done KAT08039 


: 0.17 


526 


U67535 ; 


Methanococcus jannaschii section 77 of 150 of the complete genome • 


0.6 


- 527 


AE002754 . 


Drosophila melanogaster genomic scaffold 1420000 1338543 1; f 
complete sequence ;*''• -\- V y-Z J V: C v '." ; : - : '' ; v ^ C : - >v A-- - ■ 


1.8 


528 - 


: AF241656 


Caenorhabditis elegans SR protein specfic kinase SPK-1 mKNA- 
complete cds v v-'" ;*>.-' \- -\"\ • • • ' 


■ :;'1.7'/; y " 


529 


/ AF 173828: 


Caenorhabditis elegans putative potassium channel SIo-2 mRNA, 
complete cds . . • / >.'•• ":';.'\- /V " : \ 


0.21 


530 


AE005382 


Escherichia coli 0157:H7 EDL933 genome, contig 3 of 3, section 1 of 

290. ^ ; *?AXj- : .-: .'• ■ ' \. : : : • 


2.3 


531 


Z36154 


S.cerevisiae chromosome II reading frame ORF YBR285w 


0.68 


532 


AF054126 


Rattus norvegicus polymorphic marker D6UIA6 sequence 


0.061 


533 


AK004780 


Mus musculus adult male lung cDNA, RQCEN foil-length enriched 
library, clone: 12000 15C 19, full insert sequence . 


0.7 


. 534 


AF352555 * 


Staphylococcus aureus subsp. aureus strain ATCC31889 leukocidin 
LukS component gene, partial cds 


0.2 


535 


AF352555 


Staphylococcus aureus subsp. aureus strain ATCC31889 leukocidin 
LukS component gene, partial cds V . 


0.1 • 


536 


105246 


Mouse alpha-fetoprotein (AFP) gene, 5' flank 


0.024 


537 


. AF021935 


Rattus norvegicus mytonic dystrophy kinase-related Cdc42-binding 
kinase (MRCK) mRNA, complete cds 


e-141 


538 


Y12573 : < 


D, melanogaster Jun and 14-3-3 zeta gene 


0.5 


539 


AF248584 


Moraxella catarrhalis UDP-glucose dehydrogenase gene, partial cds; 
and UDP-glucose 4-epimerase (galE) and L-glutamine:D-fructose-6- 
phospnate aminotransferase (glmS) genes, complete cds 


0.026 


540 


AL136554 


Homo sapiens mRNA;.cDNADKFZp761D0712 (from clone. ; 
DKFZp761D0712) : ;1 


0.089 


541 


: AF 158049' 


Platybrachys decemmacula 16S ribosomal RNA gene, partial > 
sequence; mitochondrial gene for mitochondrial product 


0.082 


■ 542 : • 


AY023618 


Oryza sativamicrosatellite MRG5943 containing (TTA)X5 5, closest 
to marker RG908, genomic sequence ' ; V - : : • 


0.00009 


543- 


: AL591498 


Human DNA sequence from clone RP1 1-1 13L12 on chromosome 13, 
complete sequence [Homo sapiens] T y y 


3E-14 ; 




AF183908 


Danio rerio P450 aromatase (cypl9b) mRNA, complete cds 


0.069 


••545"' 


AKO 16658 


Mus musculus adult male testis cDNA, RIfCEN full-length enriched 
library, clone: 493 3 405 A 14,! full insert sequence 


: 0.53 


546 


AB014084 


Homo sapiens genomic DNA, chromosome 6p21.3, HLA class I 
region, Cosnud'clbne:TY7A5, complete sequence 


: 0.011 





' ■ ■ % Table 3A Nearest Neighbor (BlastN vs. Genbank) y > 


SEQID 
NO 


; ACCESSN 7 


/ ^"-v ' DESCRIP .>••' . 


P VALUE 


; 547r 


AJtZojU (O . 


Selena reticularis tRNA-Leu, partial sequence; trnL-trnF intergenic 
spacer, complete sequence; and tRNA-Phe, partial sequence; ; " ' 
chloroplast genes for chloroplast products 


V 0.19 


548 , 


AM U4 /OU4 


Homo sapiens coproporphyrinogen oxidase (coproporphyria,; 
harderoporphyria) (GPO), mRNA .v ' v • r •,•-.*' 


0.17 


549 


Z81538 


Caenorhabdi tis ' elegans cosmid F45H10, complete sequence • , 


0.24 


V 550 


ArUZooUU 


runauius neterocntus cytochrome P4ju1A (CYrlA) mKJvlA, •-; . 
completecds . •* ? •• v 


1.9 


551 


XM_051897 


Homo sapiens phospholipase A2, group IV A (cytosolic, calcium-- 
dependent) (PLA2G4 A), mRNA ' 


9E-08 


' .552 ' 


AJVl UIOZUU 


jriomo sapiens nypotneucai protein rjuizz /Z4 ^rju zz / z4), mKJN a 


Z. 1 - 


553 


'/ AF266244 


Gillichthys mirabilis adenylate cyclase type v-4ike protein mRNA, 
completecds . \" ' v--y/C V-:'v 


; ^ • : -,6-'" 


554 




H. sapiens carcinoernbryonic antigen gene : 


U./.J 


555 


- AE002100 


Ureaplasma urealyticum section 1 of 59 of the complete genome 


0.023 


556 


VK *. Ci A ^ 1 TO 

XM_U4:> 1 /y 


Homo sapiens hypothetical gene supported by: AL 137724 - --.r/y/y 

(LULy24j4), mKJNA 


f\ 1Q 

U. IV 


557 


X16509 


Rice alpha-amylase gene . . , * . ' Vy 


1.8 


558 


M33 /j3 


D ; melanogaster crumbs protein mRNA, complete cds 


^ A ' 

5-4 


559 • 


D32022 


Human mRNA for T cell receptor V beta 8 CDR3, partial sequence 


1.5 . 


560 


Ar 188893 


Homo sapiens guanidinoacetate N-methyltransferase (GAMT) gene, 
completecds . 1 .-■ \ : : 


0. 18 


561; 


AF367310 


Arabidopsis thaliana At2g36880/Tl J8.6 gene, complete cds 


. 0.11 


562 


AF207699 


Elaeis guineensis agamous-like MADS box protein OPMADS1 y 
mRNA- complete cds -•<::; -"V 


0:45 


• 564 




Homo sapiens mRNA for KI A A0686. protein, partial cds 


U. 1 / 


565 


L77040 


Homo sapiens (subclone 8_cl 1 from PI H22) DNA sequence 


8E-14 


566 


NM 024942 


Homo sapiens hypothetical protein FLJ13490 (FLJ13490), mRNA 


0.013 


567 


U88158 


Tetrahymena thermophila micronuclear deyelopmentally eliminated 
sequence region : . • : ." : y • 


0.18 


568 


A T71 1'A*7/f /I ' 

ArziU /44 . 


Nannochloropsis oculata large subunit ribpsomal RNA gene, partial 
sequence ; ' . , . '.: :'v • .-. 


U.Uj / 


569 


AL590384 


Human DNA sequence from clone RP1 1-349 A 16 on chromosome \ , 
Xq22. 3-24, complete sequence [Homo sapiens] 


2E-15 


570- 


AY034379 


r^ , oncir*ii'm JiTiniintn V\T*on^lif i H-.r'ni\iTi i m inn ^i^iH 5iTTiinr\tT!iriCif*'riicf* 
V^dUolLUlll allllUulli UlctllW/llCLl ^llaill dllllflU a\^i\l allUllULlclllalwlcloC 

mRNA, complete cds ; •.;',/. ; ■ . 


1.2! 


571 


AF038283 ' 


Campylobacter jejuni cytolethai distending toxin A (cdtA), cytolethal 
distending toxin; B (cdtB), and cytolethal distending toxin C (edtC) 
genes, complete cds v'- • : ■ ■ 


0:4 


572 


X98807 


A. thaliana mRNA for peroxidase ATP2 la 


1.8 


573 


AF111941 \ 


Dictyostelium discoideum AX4 development protein DG1148 
(DG1 148) gene, complete cds — 


: 0:0009 
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. • Table 3 A Nearest Neighbor (BJastN vs. Genbank) ' . ' " 


SEQID 

NO • 


accfssn 




P VAT T W 


574 ": 


AFftO??47 


^JlldllljuUpiUla pilCUlIIUJllaC /VrvJ^, bLLUVJU /f Ul OI UlC Complete 
OPtlftlTIP '• • "" ■ .-■ ' * • " ~"* "■• •" ■ 




. 575 - 


AF247555 


Drosophila mauritiana heat shock protein 68 gene, partial cds 


14 


576 ; 




{"t^Hiic ualliiQ mPNTA for irrviii r*iQ }inmr\Ir\cniP-7 

VJallUJ gdllUO ULlVLN/A lvii UVJlJUvlo ILUlllVJiV/gUv • 




: 577; - 


MM mOO OS 


RqHiic nnrvpoipiic \A ir , rnt"nHiilp-a<:cnr , i£itpH rtfntpin la rNAartli^ mRTsIA 


0.21 


578. 


XM_027638 


Homo sapiens KIAA0240 protein (KIAA0240), mRNA 


15 


: 579 


AFT 10X86 


Diptvo^tpliiim di«;pniHpiim Rao A fra'pA i ppnp pomnletp pd<i 


0065 


580 


; AB001090 


Homo sapiens gene for H-cadherin, exon 1 


0.2 


581 


i BC009101 


K/fiiQ miiQPiiln*; Similar to hvnnthptipal nrotpin OK F7tY76 1 C 1 9 1 plnnp 

MGC: 12146 IMAGE:37 10846, mRNA, complete cds j 


00008 


582 


XM 01 1473 


Vf nmr\ corvipnc cptHiip ( c\v pvctpinp^ nmtpinacp inViihitnr plaHp \K 

nUlllVJ Jayi^llJ {KJl UjalClllt'y fJl L7lClII<toV/ IJllllL'llV 1 5 V*"*^V , , • 

rnvalhnmin^ : member 9 eSFRPlNR9^ mRNA • 

\ \J VcliUUli.iJ.iiy, lllvllLUVvl y yyjM— d\l xi^i-#^»y, nuviin 


18 


583 


AF0040S1 


Galium hyppcarpium rpsl6 gene, chloroplast gene, partial imron 

CPflllPTlPP ••...*' •• , *• T; ' .' .' '.. "*'*..: ' 


0.068 


v584 


AF007440 


^strpntnpnppn^ nnpiimnnijip spption 173 nf 194 of the comnletp penome 


0.066 


585 




Homo sapiens fibroblast growth factor receptor gene (located in the 

ppntral \zTHf^^ ^itniJil npntiHp and pnn^ppntivp pxnn - 


0 069 


586 


AF191079 


Stealth virus 1 clone 3B632, genomic sequence * ■ v 


0,009 


•587 


L20465 


Orir»Vir\r , f i rr , n \/r\Kni1nc nifntinip iiPPtA/1r*Hn1inf* rpppt^tnr mT?TsIA t^artial 

cds-' ' ; . V- ."• • ; : ' ' ; •■ \ ; '.v.;' •••• . •• 


. '0,72 


,588 


NM 008713 


Mus miisculus nitric oxide synthase 3, endothelial cell (Nos3), mRNA 


2 ' 


589 


NM 004052 


riomo sapiens Dv^i-«z/tiueiioviiUi3 cid i/ivx/'iiiiciaciiiig piuiciii j 
(BNIP3), nuclear gene encoding mitochondrial protein, mRNA 


4E-26 


590 




Plasmodium falciparum ADP-ribosylation factor 1 (pARFl) mRiNA, 


: 0.009 


591 


AT 04041 S 


Homo sapiens mRNA; cDNA DKFZp586B0220 (from clone 

r)KF7nS86R0??0\ 


0.008 


592 


AC0O0981 : 


jnonio Sapiens v buuLiunc l cd iiuiu n riJi ) l/in/\ b^tjuciicc, cuiiipicic 

sequence'-.". \-'V '. > 


0.68 


593 : 


AF304319 


iNeospora caiunum smau suDunn noosomdi i\jln/\ diiu idigc suumui 

rihrtcAmal DMA opiipc narfial cpnupnrpc an/1 intprppnip rppion r>la«;tiH 

1 lUVJSUlUd.1 IvLN/\ ^CIICo, pcti Ual oCA^UCIIL<to Clllvi ilILtigyiiiv 'tgiyii 3 pidoLlu 

genes for plastid products 


0,009 


594 


BC006517 


Hahia cbnipn^ Similar to PPAR HinHinfy nrnfpin clone 

IMAGE:3546031, ! mRNA 


; 7E-43 


595 


A 1249 162 


Hnmn ^aniens nrornotor enhancer from 1SG20 ffene 


2.1 ' 


, ; 596 - 


AJ297708 


Rattus norvegicus RT6 gene for.T cell differentiation marker RT6.2, . 
exons 1-8 • - * 


.0.024. 


• 597 


Y11779 , 


R.prowazekii ygjT-like gene and 4 open reading frames 


0.078 


598 


AE005660 


Escherichia coli 0157:H7 EDL933 genome, contig 3 of 3, section 279 

of 290 y - • •. ^":y . " • • " ■ ' ■ ■ ' : \ ^" 


^ 0,53 


599 


XM_041617 


Homo sapiens RAB1 IB, member RAS oncogene family (RAB11B), 
mRNA : . " ' -y':J ' ■ V " : ■ ' 


■ 4.S 


600. : 


AK023165 


Homo sapiens cDNA FLJ13103 fis, clone NT2RP3002304 


■ 0.25 
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Tabic 3A Nearest Neighbor (BlastN vs. Genbank) ^ ; ; •? 


SEQDD 
NO 


- ACCESSN 


; ;'-"V'^ ''- ; " ; -/^ ; ; "r DESCRIP v -J-;/ ' 


P VALUE 


.. 601 


Z69388 


Human DNA sequence from cosmid L60G9A, Huntington's Disease 
Region, chromosome 4p 16.3 contains ESTs and a CpG island 


0.084 


602 


U84760 


Chromatium viriosum dsr locus, complete sequence 


0.022 


603 


AF 122050 


Hdrdeum vulgare limit dextrinase gene, complete cds 


1.8 " : / 


604 ' 


AJ3 08471 


Mus musculus partial gene for acetyl Co A carboxylase-alpha, 
promoter I VV '. • ~y - ; . ... '■' 


0.022 


605 


AF 158032 


Cixius inflatus 16S ribosomal RNA gene, partial sequence; , : 
mitochondrial gene for mitochondrial product '.- - ' • V 


0.008 


607 


XM_012733 


Homo sapiens KIAA1012 protein (KIAA1012), mRNA 


0.005 : 


608 


D37781 


Human mRNA for protein-tyrosine phosphatase HPTPeta, complete 

cds • ' ••; v ; ';'••>:>;•;, >vv : C-'--* "' • X •;' . ••; , . " . • ' •• ; 


: 0.059 


609 


AC002252 


Homo <;aniens (subclone 1 ff7 from BAC H76^ DNA seauence 
complete sequence ' '• 


7E-11 


'610 


AF 160964 


Peanut witches'-hroom nhvtonlasma RNA nolvmerase sitrma factor: 
(rpoD) gene, complete cds " ~ ■ • - 7, * 


0.63 


611 


/ U67528 \ 


Methanococcus jannaschii section 70 of 1 50 of the complete genome ■ 


0.67 ' 


612 . 


AF063134 


Justicia caudata tRNA-Leu (trnL) gene, chloroplast gene for , v 
chloroplast RNA, partial sequence • ; 


; • 1.2 ^ ^ 


613 


\ U67527 V 


Methanococcus jannaschii section 69 of 150 of the complete genome 


r- 15 


614 


AK022455 


Homo sapiens cDNA FLJ12393 fis, clone MAMMA 100271 1 


0.000001 


615 


AF272082 


Pnirptia rmnrtata titiK ffene intron 3' riartial senuence*" and maturase 
(matK) gene, partial cds; chloroplast genes for chloroplast products 


0.075 


616 


AF 11 2461 


Homo <;aniens G nrotein-counled recentor 57YGPR57") eene comolete 

CdS : : ; % . •»•'' ,' .•• ' ' '•■ : •■ •' ' ; . ' : ; "; . '• .' 


: 0.025 • 


617 


AF3 10884 


Dictvo^telium discoideum RaclB fraclB^ eene comolete cds* racK 
pseudogene, complete sequence; and unknown genes 


5:6 


618 


AF348342 


Pla^moHinm malariae ca<;einolvtic nrotea^e C YcloC^ cene oartial cds* 
apicoplast gene for apicoplast product 


0.22 


619 


AB043965 


Damo rerio gene for dharma, promoter and partial cds 


0.054 


620 


NC_001839 


Petunia vein clearing virus, complete genome 


0.61 


• 621 


AK023959 


Homo sapiens cDNA FLJ13897 fis, clone THYRO1001706 . 


0.67 


622 


AF028835 


Drosophila pallidosa vermilion (v) gene, complete cds 1 


0.13 


623 


U67598 


Methanococcus jannaschii section 140 of 150 of the complete genome 


0.072 • 


624 


AF283103 5 


Pineapple mealybug wilt associated virus-2 polyprotein (ORFla) and . 
RNArdependent RNA polymerase genes, partial cds, and hydrophobic 
protein p5, heat shock protein 70, p46, coat protein, diverged coat 
protein, p20, p22, and p6 genes, complete cds 


1.5 


625 


: XM_008161 


Homo sapiens hypothetical protein FLJ20345 (FLJ20345). mRNA 


1E-15 


626 


: XM_035599 ; 


Homo sapiens adaptor-related protein complex 4, epsilon 1 subumt 
(AP4E1), mRNA : ; r ' ' • ; ; * : "[ ■ : ' • V ; ' v 


. 6E-22 ; 
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Table 3A Nearest Neighbor (BlastN vs Genbank) : ^: ; 


SEQ ID 
NO 


' ACCESSN : 


/' .' DESCRIP ^ ~' ~\V•-. : V/ :: •V:;..- 


P VALUE 


627 


AF143066 


Lepidopilum scabrisetum ribosomal protein system 4 (rps4) gene, v 
partial cds .'• .. " : ; .* : •'' ■• (•'•''> / ' ' 


.0.61 


628 


U89283 


Biomphalaria glabrata myoglobin gene, complete cds ! 


: 0.46 


629 ; 


' UU44949 ; 


Xenopus laevis zona pellucida A glycoprotein homolog (xlZPA) 
mRNA, complete cds - ' ; - >: : :iy V ""' \y : r ' : -- 


: 1.6 


630 


; AE007395 ■ 


Streptococcus pneumoniae section 78 of 194 of the complete genome 


■ 0.15 


631 


BC006963 


Mus musculiis, clone IMAGE:3708410, mRNA, partial cds 


1.6 


632; 


XM_031120 ; 


Homo sapiens peptidylglycine alpha-amidating monooxygenase 1 
(PAM)- mRNA '' . V-.--V ">'*V- J \, - 


: 4E-40 


: 633 


AF3 16122 


Kinosternon arizonense isolate KariAZ2 mitochondrial control region, 
complete sequence 


6.69 


.634 


U67561 


Methanococcus jannaschii section 1 03 of 1 50 of the complete genome 


v 0.22 


635 


VD88010 : 


Human DNA for ribosomal protein S13, complete cds, U14 small, 
nucleolar RNA, complete sequence 


.0,24 ■ 


"636 


: AE006321 


Lactococcus lactis subsp. lactis IL 1403 section 83 of 218 of the ■ ? 
complete genome - ••- •• "'■ '"'r'-v '.' "• '' 


2.2 


• ;637 


"AF045595 


Carassius auratus clone gf-40 glutamic acid decarboxylase, isoform 67 
(GAD67) mRNA, complete cds : 


\ 0.74 


638 


■ D38378 


Human DNA, novel tandem repeat sequence 


: 0.21 


639 


AF260819 


Plasmodium falciparum CGI protein gene, complete cds * 


0.003 v 


-640 


NC_000857 


Ceratitis capitata complete mitochondrial genome 


0.23 


641 


AK015383 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4930444M15, full insert sequence 


2 1 


642 


AF286367 


Homo sapiens HMGIY gene, promoter 


1.6 


643 


AK019143 


Mus musculus 10 days embryo cDNA, RIKEN. full-length enriched 
library, clone : 260000 1P1 3, full insert sequence f . 


0:69 • 


644 


AE001421 


Plasmodium falciparum chromosome 2, section 58 of 73 of the . : . 
complete sequence . ; r 


2 . 


645 


D 16904 


Human HepG2 3' region cDNA, clone hmd3a02 


0.21 ; 


646 


XM 003799 


Homo sapiens protocadherin beta . 10 (PCDHB10), mRNA 


0.69 


: 6.47 


NCJ301438 


Bean golden mosaic vims A component DNA, complete sequence 


0.66 


648 


. AKO 13971 


Mus musculus 13 days embryo head cDNA, RIKEN full-length : 
enriched library, clone:31 10001P07, full insert sequence 




649 


AF078880 


Prosimulium formosum dopa decarboxylase (DDC) gene, partial cds 


0.076 


650 


AJ009600 


Begonia taipeiensis rbcL promoter, clone 16320 


0.22 


651 


AF042834 


Homo sapiens phosphodiesterase delta subunit gene, exons 2, 3 and 4 




: 652 . 


AF244214 


Dysdera ratonensis 16S ribosomal RNA gene, partial sequence 


0.075 


653 


,XM_043252 


Homo sapiens PCAF associated factor 65 alpha (PAF65A), mRNA - 


•; -2E-33 "; 
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':'-) ; v Tabic 3A Nearest Neighbor (BlastN vs. Genbank) " ? VV* 


SEQED 

:• no ; ; 


ACCESSN - 




P VALUE 


654 


AF105116 


oirepiococciis pneumoniae type i^v ^psiyi^K ^cpsiyt^Kj gene, 
partial cds; putative oligosaccharide repeat unit transporter (cpsl9CJ), 
T IT)P-Tsf-arptvl pliirn^rnine^-pnimeTa^p frnsl Qf^TCY and rmtativp 
glucosyl transferase (cps 1 9CS) genes, complete cds; and gluc> : • 


•.•-••.•L9.:' : .>, 


. 655 


AF181720 


Hnmn aniens RTJ7AS fRTJ2V eene comnlete cds* and RTI9S /T?T T?^ - 
ffene nartiaJ cds v . : • \ ' •'.»':■ ; - * 


0.23 


656' 


AL3921 64 


Unmpn DNJA spnnpnpp from rlnnp RPM-^fiQT nn phrornosorhp 3f " ' 

AAUlllCUL JL/l^llV JV-LjLLt<llV^V/ 11UU1 A^IV/IL^ J. VI 11 Z.\JJVj\J VJ1 1 wlLl \JlllVJOWlLlV 

comnlefe sennence fHonio aniens 1 - ' - 


1 0.0003 


7 657 v 


AP189720 V: 


Oryctolagus cuniculus chloride channel (CFTR) mRNA, complete cds 


i 0.18 ; 


■65$ 




f^nnis familiari^ indnpihlp nitric oxidp wnthjKP mRNA comnlete cds 

\ -CllLLj IClllllLlcll lO illUUL'lUIw lull lw VJ^AIUW^ O j 1 1 tl ILiO^ 1IHVJ 1/ i, bUlHl/lvlw V/U%7 


• 0.077 


659 


NCJ)01327 


Ascaris suum mitochondrion, complete genome 


. 0.074 . 


660 




Homo saniens KIAA0218 eene nroduct rKJAA0218) inRNA 


5.8 


• 661 


M22207 


T.gratilla 217g gene encoding 217g protein, complete cds 


0.071 


662; 




lVlUo lllu oLUlUo, ollllilill IU LUldL>LUl ICv|UHLU. 1UI OUl LI til loV-l 1LH lUllal 

activation, subunit 6 (77kD), clone IMAGE: 3 5903 09, n^RK A, /partial 


' ' 0.22 : 


.663 ':. 


AF007132 


Homo sapiens clone 23551 mRNA sequence 


" 1 0.023 


666; 


XM_007847 


t-Ir\tnr\ canipnc h\/r\rtthf*f nrotpin frr\m plf\np 7(V7Q£\ (\ Of" 'S*? '1 iH£\\ 
rTUUlU bdUlyllb liy UUlllCLiL/Ctl JJIVJLLvlll 11VJ1U VvlVJllG 1 \L-j\J\s-> I L^rVJJy 

mRNA / '.' ■ V ., ; ' . y ■ : - 


5E-32 


667/ 


A PHOT? ^5 


Drospphila melanogaster genomic scaffold 142000013385531, 


5.8 


668 


U7078O 


Clostridium botulinum unidentified protein P-48 gene, complete cds 
and neurotoxin binding protein gene, partial cds 


0.075 


669 


vu n?Q i i i 


Homo sapiens similar to KIAA0773 gene product (H. sapiens) ; 
n OC901 15Y mRNA • ' • : ^ 


2— -\ 


670 


XM_0O3O9] 


riomo sapiens isj/\/\vuui gene prouuLi, puiativc vj~piuLciii-LvUupicu 

rp^fntnf Cr xwrA^vx rrttirvlprl rprpntnr fnr I TriP-aliiPOQP fKTAAOOOl^ 
ICvCUlUl, vJ UlvjLClll L-UlipitAl lt^tpivJl KJkJi. -^lU^VJotr i^rvirvrvwv/v i j y . ., 

mRNA : - : - • : - : " - ; v'- '•' ' V"'./ - • . - ' ; : : 


1.7 


671 




C^arex pauciiiora uvn/\.-i nr, pdixidi sequence, irn i li ill- imeigeiuc 

SpdCer, LIvIN /\~LrCU 7 cUUl LIIILv-IIIIF IIIILvI^CHIL bpaL-Cl, VwUllipiCLt/ ; 

cpniipnpp" and tRMA-Ptip nnrtial QpniiPtirf*' phloronla^t pptips for 
rhlnrnntast nrodiiPts ' » •• 


; : 16 


672 


NC_001381 


Plasmid pAL5000, complete sequence 


6:1 


673 




Arabidonsis thaliana villin 1 fVLNlYmRNA comDlete cds 


0,21 


: ;: 674- 


: AK023674 " 


Homo sapiens cDNA FLJ13612 fis, clone PLACE 10 1083 3, weakly. . 
similar to CALTRACTIN /• ' ; 


0.54 


; "675; 


X60097 


Streptococcus sp. (group C) emm gene for M protein 


0.063 


676 


AF026087 


Schizosaccharomyces pombe Satl gene, partial cds 


0.22 


677 


X00117 


Galago Alu repeat type I, GAL9 * 


0.0001 


' 678 


• - AJ276629. 


Rattus norvegicus Sacm2 1/RT1-A intergenic region, haplotype RTln 
and partial RT1-A gene for MHC Class F antigen : 




679 


AK021058 ; 


Mus musculus adult male corpus striatum cDNA, RIKEN full-length 
enriched librajry, 'clone:C030009O12, full insert sequence / ; 


: 0.23 • 
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; : : Table 3A Nearest Neighbor (BlastN vs. Genbank) : 


SEQID 
NO 


rV V/ SZj O O IN 


'<■:''!■'■■: ■ \ •'. nFCpRfp •" "■ : — ,/ ' V'"-'' 


XT VAJLUli 


680 


v Rr < flfH7?7 


\/Tno mucpiiliic ^iTnilof trv Tntprlpiil^in 1 n 1 r\ Vi o 1 r\ n ^» \ A C^. • A 

iviuo niiipCriiiuo, oiiiiiidi iu liiicriciiftjii i dipiid, cione iv1\jk*,.d 
nUAHF 1599^50 mR MA mmnlptp rrfc * 

JJ.VLrA.VJ J-^ . J J llLCviNrA., 1 1|JIV-.1^ tUo 




: 681 


yvivi u^tozu i 


Homo sapiens similar to ring finger protein 23; RING-B box-coiled 


; SF 18 


682 


XM_038154 


Homo sapiens KIAA 10 16 protein (KIAA1016), rnRNA 


0.23 


683 


XM_049918 f 


tlAJlllU bdpiCIlb bllluidl IU liypuuiCllwll pruiylu ivlVJl^ LKJy^Kj SdpiCnby 

(LOC93230), itlRNA ; 


0 


684 


yi A797 


\1lPPn r\Ptsi«.R rr 1 r\rt 1 ti 0PT1P . ' . 


0 (\R 

■.\J.\jO 


685 


AB052187 


Macaca fascicularis brain cDNA, clone :QnpA- 12 170 


0.024 


686 


aV00478T 


mnc/^nliic o/"li»ll" m *.i 1 p» Inner pFlMA U T F J\I fYi 1 1 _1 o i V» PtiriphpH 
1V1US ITlUbCUiUS dUUll IHdic lUIlg vLJIN/a, XV1JSJZ,1N 1UJ1 iCIlglll eiUiLiieu 

lihrcirv plnnp" 1 9000 1 ^FI 4. fiill iimprt cpniipnpp 


5.8 


687 




Drosophila melanogaster genomic scaffold 142000013385566, 

^Uiiipiciu acijuciicc . • • - .. 


0^003 


688 


AF1 QfHQV 


Corymbia calophylla tRNA~Leu and tRNA-Phe genes, partial 


V 19 


~ 689 


U57896 


Candida albicans cytochrome C gene (CYG1) gene, complete cds 


0.22 


690 ; 


a foo£7 in 


Qui fr»lr\hiic colfVitOT*if*iic epptinn K^Q r\f* 979 nf tfif* pnmnlptp apTiiAnnp 




;691 


A T \ fsA 


Human DNA sequence from clone RP1 1-269L6 on chromosome X, 


6.0003 


692 


TiR7nn 1 " 
L/o /UU 1 : 


Homo sapiens immunoglobulin lambda gene locus DNA, clone:47H9 

UOWIlbUCdill CUllll^ - • •• . ~. . 


0.008 


693 


• Y13853 


Drosophila erecta clone Erl inactive Bari-1 family transposon 


0.16 


; 6 94 


AB022927 


uryctoiagus cunicuius ri/\Lv4 rrnciN a ior nyperpoianzaxion acuvaiea •? 
cation channel, complete cds <• . " /; 


0.66 ; 


• 695 


AT JU / jZ / 


Araraquara virus ineaiuin jvin/\ segment, giycoproiein 
precursor ;geuc, pdjudi cus • •■ 




696 




Staphylococcus epidermidis strain SRI clone step.l002g02 genomic . 
sequence 


0.57 i 


697 


XM_ > 043252 


Homo sapiens PCAF associated factor 65 alpha (PAF65A), rnRNA 


2E-33 . 


698 


XM 008640 


riomo sapiens lecnai gioiu larvde ^L/rosopnud/ nomoiog i \l,l\jLml), t 
rnRNA • V :V\ ' ^ : v.' 


0.22 


699 . 




\^deilUI IldUUiHb ClCgdlia V/UoIIlIUi I JJFJDIvr, t/UlIipiClC DCt[UCllyC 


0.023 


700 : 


M83660 


Dictyostelium discoideum ciathrin heavy chain (chcA) rnRNA, 
complete cds v ■ ;•' :• :- : •' - 


19. 


701 ' 






1.9 


• 702 


AJ408897 . 


T4V\mn cQniAnc c\\ Tr\w\c\cr\jYi 1 hrpfilmnint fV^tjmpnf rfptrvjifivp 4 

nUIliVJ odUiCllo ^lllL/lllUoVJIllcll Ul tcLPvUUlllL lldgllldlt. 1 V«J.ll V *x, . 

AF4/MLL fusion, patient UPN006 


- 4.9 


703 


AFl 10007/ 


Molgula ocuiata p68 RNA helicase (bobcat) and transcription factor 
(manx) genes, complete cds '. \ ; ■ ,v 


0.68 


704 


. AL133339 


Human DNA sequence from clone RP4-807J1 on chromosome 20. 
Contains a GSS and a CpG island, complete sequence [Homo sapiens] 


V . 


705 ; 


: U10116 


Human superoxide dismutase (SOD3) gene, complete cds 


0.23 . 


■i 706 


AB037771 


Homo sapiens rnRNA for KIAA1350 protein, partial cds 


0 
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: -Table 3 A Nearest Neighbor (BlastNvs. Genbank) • V .;• " ' 


SEQED 
NO 


ACCESSN" 


' : ••' v ' : DESCRIP ' ^V-\ : • 


P VALUE 


707 


AF023840 / 


Homo sapiens natural killer group protein 2-A (NKG2-A) gene, ^ .... 
complete cds ; v : ; V L ' : -- : '^:-; ■;; ;",v '-' '• 


0.68 


708 


■./ v> _;Vv ; 
U49023 


Tegeticula maculata extranea cytochrome oxidase subunit I, 
cytochrome oxidase subunit II genes, mitochondrial genes encoding 
mitochondrial proteins, partial cds, and tRNA-Leu gene, C v .. 
mitochondnal gene 


0.001 ■ 


709 


AM_(J44 /po 


Homo sapiens similar to death receptor 6 (H. sapiens) (LOC92385), 

—nu A ' • ' '■ •. ' • •"•''•V. • " - '•' "'; 


e-126 


710 


D50006 


Human DNA for ajpha-platelet-derived growth factor receptor, exon 6- 

10 ; "V:;;' ft 't : 'h- : : >.Y ■' • ' •'' ' ' , • . ■•• 


: 2.i •;■ 


711 


Y 14524 


Tetrahymena thermophila tRNA-Tyr gene, exons 1 and 2, clone 

pletlZ • ; . •• • : / ' 




712 v- 


AL592159 


Human DNA sequence from clone RP 13-23 7P 14 on chromosome X, 
complete: sequence [Homo sapiens] 


0.52 ■ \ 


713 


Uoopzp 


HIV- r isolate 92NG003 from Nigeria complete genome • • 




714 


U05813 


Blastocrithidia culicis ATCC 30268 kinetoplast (MURF1) and 
apocytochrome B (cytB) genes, .partial cds, and ATPase subunit 6 
(MURF4) gene, complete pre-RNA-edited DNA sequence v • : : 


^ 0.23 : 


715 


Ar0459yU 


Homo sapiens MutS homolog 5 (MSH5) gene, exons 1 1 and. 12 . • 




■7X6 : 


Ar 3 17Uoz. 


Adoncholaimus thalassophygas isolate Sou39 large subunit ribosomal 
RNA gene, partiad sequence; mitochondrial gene for mitochondrial, 
product. ' i'r. •>'.•'""••;••'.• 


U.UUUo 


,717 




Mus museums 10, 1 1 days embryo cDJN A, KlKJfcJN nill-lengtn 
enriched library, clone:2810439K08, full insert sequence ' < • 


U.UZ4 


718 


: L14769 


Physarum polycephalum cytochrome oxidase subunit 1 mRNA, 
complete cds; rnitochondrial gene for rnitochondrial product 


1.6 


720 


' U45453 •; 


Xenopus laevis transcription factor xGATA-4 mRNA, complete cds 


; 0.61V 


721 


AF090432 - 


Danio rerio serrateB mRNA, complete cds 


0.075 


722 


M62504. 


Spiroplasma citri fibril protein gene, complete cds 


U.UZ4 


723 , 


AK000939 


Homo sapiens cDNA FLJ10077 fis, clone HEMBA1001864 


0 


724 


XM_0325.87 


ti„ ^ _ ,1—. _ ~. TIT? /T/" I A AH C A \ m n\T A • *• 

Homo sapiens 21 I I (KJAA1 /j4), mRNA 




726 


AF0 12899 


Sambucus nigra ribosome inactivating protein precursor mRNA, } 
complete cds * 


U.UUUUU1 


. 727 " 




RAR-gamma 2.2=retinpic acid receptor gamma isoform 2.2 

{ alternatively spliced} [Xenopus laevis, embryos, stage 24, mRNA, 

21D4 ntj . --- . -v • • ■ 


U.UUO 


728 


AK002856 


Mus museums adult male Kiuney cl/jNA,.kjjvcin mii-iengin enncnea 
lihr^rv r!one'06 10040 A09 fiill insert seauence V - '.. 


* 0.44 


. 729 : 


AF077828 


Oryctolagus curuculus indolethylamine N-methyltransferase (INMT) 
gene, exon 3 and complete cds 


; .1 X4'. iv 


730- 


; BC006633 


Mus musculus, Flt3 interacting zinc finger protein 1, clone 
MGC:7201 IMAGE: 3482 191, mRNA, complete cds - V 


.1.3 


731:. 


AK024670 ' 


Homo sapiens cDNA: FLJ2 10 17 fis, clone CAE05907 : 


0:5 


732 


Z35823 ;j: 


S.cerevisiae chromosome II reading frame ORF YBL062w 


1.1 


733 


Z48636 


C.novyi gene for alpha-toxin 


0.065 : 
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: ' r • i : Table 3A Nearest Neighbor (BlastN vs.Genbank) 


SEQID 
NO 




i v , : . ^ - OF SCR TP *■ ' '■■ ".' , 


T5 \ T A T T TC 


734 


BC008580 


Homo sapiens, clone IMAGE:4 179986, mRNA, partial cds 


0.71 


-735 


. L37746 


Homo sapiens lamin B 1 gene, exon 1 0 


0.11 


' 736 • 


AF149T79 


rviiuiio lumici L/jr lUL/inuiiic u gcuc,. pdJudi cus, muocnonoriai gene lor 

UllLVA^l IVJllUJ. LO.L jJIUUUV^l - , 


U.VD ; 


, 737'. 


AF 107454 


Homo sapiens clone cD622 mRNA sequence 


0.48 


•738 ' 


XM_010112 


nouio sapiens soiuie earner idiruiy 0 ^neurotransmitter transporter), 
member 14 (SLC6A14), mRNA • 


0!5 ' 


■ 139\ 


AFl KK067 


Arabidopsis thaliana clone AtDP5 isopentenyl 
pyropnospndie.uimeinyiidJiyi pyropnospnaie isomerase ^lpiAtzj 

IllIxlNrY, pdIUd.1 Lub v . . J • * 


* 1 A 

l.O 


740 




A tViQlianQ F^M A for "VI ^ ophp • 
c\. LXldildild. LviN /\ 1UI I Ij gCUC • 




741 


AE004309 


yiuno cnoierae enrompsome i, secuon zi / 01 zpi or me compieie 
chromosome /. T \y '•• ;"' : •" -' .": "• • 


0.18 


':742 


.. /VTZjOOHZ 


Calothrix parietina clone_ 102-2A 16S-23S internal transcribed spacer, 
complete sequence; and tRNA-Ile and tRNA-Ala genes, complete ; 


11 ■ *" r 


\ 744: 


AT?107£QQ 


rlUIILU bdpiCIo IVL1NVJJ piUlClll V.fvllNVJ-V pdllldl 


0 097 


. 745 • 


AJVLr U J J OZ^f 






746 


vna noi7QS 

Aiyj uu I /7j, 


OOJIIO bdpiCIlb IdJIllIl D jeL-cpiOI ^l_*Jjlvy, IIlIvIN/A 


n IS 

U.1J. 


; 747 




ranieiieiia oicoior cyroenrome oxiaase suDunii i gene, paixiai cas, 

IlUlOCllUllUildl gCIlC 1UI nUlULIlUilUXldl piuuiiLL 


\j.\jyj 


. 748 V 


'A TT^ AO All ' 


Homo sapiens clone N1GMS NA1 1418 chromosome 15 paralogous ; - 
sequence vdodiu, geiiijiiiik/ bcquence 


0 97 • 


. 749 


Atrn«A^7^ 
/vruoQj) / p 


Wnmn Mnipnc fiill 1 pn (T+Vi incf^'Tt r'F^MA r'lrxn^ 3 7 \ 1 ARTl 1 9 
IlUIILU baUlCllb XIU1 ICll^Ul llLoCIL CL/l>f\ ClUHC £jLJ\/OLJ I Z, 




750 


AJ271002 


Mus musculus TFFl/pS2 gene for trefoil Factor l/pS2, exons 1-3 : 


•- 0.8 


751 , 




AAnc muc/^nliic farrsp YTTT f*r%\\n<jf*n frrill^fil^ fr/^nP 1 rvotic 99—97 




752 


AL031634 


Caenorhabditis elegans cosmid Y32B12C, complete sequence 


0.053 


.753:: 


vnni a^ 


oUS SCrOId IILtvlN r\ Ivjl 11ILK prUlt/ill -j . . ..«.,.• 


u.UUJ 


.754 




Homo sapiens genomic DN A, chromosome 21q22.2, PCR fragment 

frnm R A P Hnnp 1<TR7^QP 1 1 PRRI-T-TT PS rpoinn 

ironi j3/\v^ cioiie. jvd / j 7\^. i 1, iv/giuu 


0 099 


755 


AK021535 


Homo sapiens cDNA FLJ1 1473 fis, clone HEMBA1001712 


0.064. 


756 . ' 


AF305539 '• 


Mus muscuius Jo lympnocyie maucea mauirauon proiein 1 ^jrrajuiy 
gene, exori 8 and complete cds 


4E-12 


757 


J05493 


S.pombe no message in thiamine protein (rimtl) gene, complete cds 


0:55 - 


.758^ 


AE001480 


I— Tol a r*r\\~\r*r*f r*r r\-\r\r\ri drain TOO co^ti r\n A 1 e\f 1 rxr- t rlf* fftmnlPtP • - 

xieiicopacier pyion, sirdin jyy bt/L-uvjii h- i 01 i dl ui uic cvjuipicic 
genome ' * ■■■ 


0.51 


759 


AF072685 


Bos taurus matrix metalloproteinase 13 (MMP 13) mRNA, complete 

cds • - • \ ; ', 


0.072 


760 


XM_038408 


Homo sapiens hypothetical protein FLJ1 1331 (FLJ 1 133 1), mRNA 


V : ' 0.6 v 


761 


XM_041148 


Homo sapiens hypothetical gene supported by AF037219 
(LOC91856), mRNA / ' v : ; .: 


\ 1.7 


/ 762 


AF234897. 


Haemulpn plumieri Hpl224 NADH dehydrogenase I (ND-l) gene, 
complete cds; mitochondrial gene for ^^mitochondrial: product 


..' ; 3. • 
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'V' v V: : ^- fable 3A Nearest Neighbor (BlastN vs. Genbank) ' ' ; V\£ 


SEQDD 
NO 


ACCESSN. 


; DESCRIP ; < ' 


P VALUE 


763 


NMj008399 


Mus musculus integrin, alpha E, epithelial-associated (Itgae), mRNA 


1.4 / 


764 


Z74898 


S.cerevisiae chromosome XV reading frame ORE YOL156w 


1.8 


165- 


AF280812 V 


Glycine max putative Hsl pro- 1 -like receptor mRNA, complete cds 


. -Q.59 v ; 


766 


AB013615 


Broad bean wilt virus 2 genomic RNA, complete sequence of RNA 1 


0.68 


768 ; 


AF079169 


Nicotiana tabacum feedback-insensitive anthranilate synthase alpha-2 
chain (AS A2) gene- promoter region and 5TJTR-- /.-V v 


, 5.9 


'769 


ABO 14079 


Homo sapiens: genomic DN A, chromosome 6p2L3, HLA class I 
region, Cosmid clone:TY IE 11, complete sequence v 


•0.007 


770 . 


XM_012336 


Homo sapiens MB LP protein (MBIP), mRNA 


0.0003 


.771 , 


U41509 


Gaenorhabditis elegans cosmid W03H1, complete sequence 


0.18 


■112 


U23478 ••: 


Dictyostelium discoideum phosphatidylinositol-4,5-diphosphate 3- 
kinase (P1K3) mRNA, partial cds . \ 


6.00002 


,113 


AP000380 


Arabidopsis thaliana genomic DN A, chromosome 5, genomic PCRV 
product GA469 . ■ :->■-■■ '. \ 


0 39 ' 


; 774. 


AF115772 


Panio rerio basic helix-loop-helix transcription factor Ndr la (ndrla) 
mRNA, complete cds : • 


0.2 ; • 


[115 


XMJ)07458 


Homo sapiens butyrate response factor 1 (EiGF-response factor 1) 
(BRF1), mRNA .Vy//' " 


0.42 ! 


116 : 


L31955 


Human (clone 1N1B-2) normalized cDNA library sequence 


1.6 


•777 ; 


':'.[/'■ ' ■" ' 

' D49711 


Popuius kitakamiensis (P, sieboldii X P. grandidentata) homt3 gene 
for cafTeic acid O-methyltransferase, complete cds (exon 1-4) 


; 0.046 


778 


L49234 j 


Manduca sexta chitinase precursor gene, complete cds 


0.05 


■779 


AY008848 


Ictalurus punctatus clone Icpu-UA/3 MHC class I antigen gene, 
complete cds v . 1 v 


0.015 


' 780 ; 


. AB048375 • 


Oserya coulteriana chloroplast matK gene for maturase K, complete 

cds . '•' ' • "• - ' " -r~: 


- 1.9 


781 


XM ,010323 


Homo sapiens toll-like receptor 7 (TLR7), mRNA 


0.21 


782 


: X69121 


P. falciparum Pfgrp mRNA for heat shock protein 


0.18 


. 783 


AEOO 1 570 


Helicobacter pylori, strain J99 section 13 1 of 132 of the complete 
genome ■ ; : 


0.05 


; 784 


M31756' 


Human t(9;22) chromosome 9 breakpoint DNA 


0.77 


.785 


. ... . y. 

M37889 


Staphylococcus aureus replication (rep), control of replication (cop), v 
and resistance protein (QacC) genes, complete cds 


. 0:2 


786 


AF091326 


Plasmodium falciparum histone deaeetylase (HDAC1) mRNA, v 
complete cds " • : ' • '. ' : ; - 


0 1? 


'787 


Z74851 


Sxerevisiae chromosome XV reading frame ORF YOL109w 


0.2 


788 


Z85396 


H sapiens Ig lambda light chain variable region gene (34-34SWI1F32) 
reiarranged; Ig-Light-Lambda; VLambda 


.0.56 


789 


AF075681 


Hemorrhagic enteritis virus hexon protein gene, partial cds 


2.1 


790 


VAY029613 '■' 


Mus musculus GTP binding protein 3 gene, complete cds; nuclear 
gene for mitochondrial product r •• ' • '"^ 


/ : ..5;8, : .^ 


791 


NC_001338 


Sulfolobus virus Incomplete genome ^ 1 ir \ ' .. 


0.63 
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Table 3 A Nearest Neighbor (BlastN vs. Gehbank) ^. .. 


SEQID 
NO 


.- ACCESSN 


. ; ^ y - : - i i descrip '"V v '.- • '^' v :. V 


P VALUE 


192 ' 


U67563 - ;V 


Methanococcus jannaschii section 105 of 150 of the complete genome 


0 11 


794 : 


U67549 : 


Methanococcus jannaschii section 91 of 150 of the complete genome 


•\0.21 


.795 




i^anis iamiiians rsrAvji-ince gene sequence 


.:- 0.5J. 


191 


AJVl_uzyy4Z 


riomo sapiens ki/yauo i i protein ^ivi a.auo / i) y niKJN a 


1-4 


798 


BC009775 . 


Homo sapiens, Similar to hypothetical protein FLJ10842, clone ^ ; 
MGC: 13398 IMAGE :4092662,. mRN A, complete cds 


.0.061 


799 


: NM_008399 


Mus musculus integrin, alpha E, epithelial-associated (Itgae), mRNA 


< - 0.24 


800 


NC_001733 


Methanococcus jannaschii small extra-chromosomal element, , ' 
complete sequence ;' - • : ! ■ 


2 : -:. :" 


801 


. Z/Vp.DJZ 


o.pomoe cnromosome i cosmiu cioi 


n -Aft. 


802 


AL158132 


Human DNA sequence from clone RP3-323 A24 on chromosome 4. 
Contains GSSs and a putative CpG island, complete sequence [Homo 
sapiens] • . ' •. '••;•'•/> j ' ; - - '. : 7 -U : - "" 


- 0:003 ; 


803 


XM_007847 


Homo sapiens hypothetical proteinfrom clone 24796 (L0057146), 

mRNA ; ' v.;,- -' .' - : . : \ : " 


5E-32 


804 . 


XMJ)15759 


Homo sapiens hypothetical protein MGC26 15 (MGC26 1 5), mRNA 


1E-48 


.805 


AM UUJ /y y 


riomo sapiens prpiocaanenn oeia iu ^rL>ijripiu;j iukina. 


• y. 1 1 


806 . 


Aryyooy / 


Mandarina mandarina from Anijima population 16S ribosomal RNA 
gene, mitochondrial gene encoding mitochondrial product, partial 
sequence 


U.UoO 


807 




Streptococcus pneumoniae section 192 of 194 of the complete genome 




808 


AY035064 


Arabiuopsis tnaliana unknown protein ( l zuu lu_iuu/A l J go juuuj < 
mRNA, complete cds •'- 


N 0.2 


809 




rieiicooacter pyion zooyD section /j 01 u^- 01 me complete genome 


o.u^+o 


810 




S.cerevisiae chromosome XV reading frame ORF YOR 185c v., 


nil 


811 


M30»z j 


Drqsophila melanogaster ovarian tumor protein isoforms (otu) gene, 
complete cds, alternatively spliced 


A vi 

. U. 1 1 


812 


Y17004 


Suberites domuncula mRNA for monoubiquitin 


0.005 


813 


BC005104 


Homo sapiens, oinuiar to KiJvtiiN cjjina d<sjU4zuv^zu gene, clone 
IMAGE:3633379, mRNA, partial cds . '• • ^ 


• ' 1.7 " 


814 


AiVi UZVV41 


nomo Sapiens cduficiin-'iiKc y, iiLt\iy r\ - 


c\ 0006 


815 


NM_003246 


Homo sapiens thrombospondin 1 (THBS1), mRNA v 


, 0.23> 


816 ; 


VU38414 - 


Canis familiaris junctional sarcoplasmic reticulum protein mRNAj ■ 
complete cds ; V ' ■ '■■ 


" ' 0.21. 


817 


XM 004000 ; 


Homo sapiens chromodomain helicase DNA binding protein 1 
(CHD1), mRNA .-' ■ .'■ ' • y : • 


0:63 


818 


: AF006062 


Cryptococcus neoformans var. grubii strain H99 urease (URE1) gene, 
complete cds \: ; -v . ; ' : ; ; 


■ 


819 


XM_018303 


Homo sapiens hypothetical protein FLJ1 1565 (FLJ1 1565), mRNA 


■ 0.07 * 
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SEQ1D 
NO 


APPF^W 


' <■-'•< •• ■-•-"•"•V" yy ^.■•■".v* DF^sPRTP ■ ' 


D X r A T T TT7 

r VALUb 


820 




x>ujjcjitj uujguujicjj ^bcwuyj.j ui /Uy oj lijc cornpieie gerioine . 


l.O ; 


821 


AFfn?QftQ 


\^atlLUllldUUl.lJLS ClC^dHS IAJS1IU.U v^-/VJTZ . 


U.z 


822 


AK021462 


Homo sapiens cDNA FLJ11400 fis, clone HEMBA1 000673 


1.6 


; 823 


v i non# 

I ll/yUo 


T-< . yt* lie r*\7Q A tinri TTro-r* A rranpr 

D.CCIGI1S Lyo/A cUlu Wdp/i gCIlCS , . 




824 


U36892 


Triticiiniaestivum clone AC29 microsatellite sequence 


3.4 


.825 


A I7?SSft 1 *5 

/irzjooij 


i^icryosieiium aiscoiueurn i^agc protein (iagc/ gene, complete cas 


ft All 


"826 


! LT7 7 /Oj 


Th 1 ^»-« 7c»Tt o r\t*inrrlm rr/^^oX-I nana. 

riavena pnngiei gacsri.gene 




827 : 


: X71543 


B.taums microsatellite sequence INRA1 18 


7E-1S 


828 


AF349526 ; 


Araoiuopsis tnaiiaria putative ouo noosornai protein ( loCzj. lo) 
mRNA r complete cds ; -'\v r ; 


.1.7 


829 : 


D87001 


Homo sapiens immunoglobulin lambda gene locus DNA V clone;47H9 , 
downstream contig { V -l; • : > 


0007 


830 


YN/f : ft.fV^17ft 


oomo sapiens racuxin (kua), rriKiN a 


... 4^ 


831 


AF191609 


Homo sapiens filamin (FLNB) gene, exon 2 1 


e-140 


832 


v /VrUo4 / 34.-.. 


Homo sapiens nuclear inhibitor . of protein phosphatase- 1 (PPP1R8) 
gene, exon 4. • •. •-. : . -.- 


' c « 
J.J 


833 


xjp no 1 4^ ft 


Dedii goiucu iuobd.1^ virus /\ Lumpoiidii i^in/a, coiiipieLe sequence 


U. J / 


834 




PeniciJlium urticae mitochondrial 1-rRNA (large rRNA) gene and its 
iianKing region. : - » • . ; 


U.ZJ 


835' 




Homo sapiens- genomic DNA, chromosome 2 lq22. 1, D21S226-AML; 
region, ciuiie.jLviorjo, coiupicie sequence 


ft s 

U.J 


836, 


XTAyf Old 147 
iNiVl U 1*4-1 4/ 


Hnrnn canipnc H^sPPOd^ nmtpin ^ :: ^ < ^PP^d7^ mRWA 
nOlllU SapidlS uor / piUlCIll \uor vAJ*+ / ), 1 1 LiViN / V 




837 




foiuhc lesciiuvirus sixain i/o joz/7 i poiyproicin gene, compieie cus 


1 . J 


838 


AivUZU /4U 


Mus musculus adult male spinal cord cDNA, RIKEN full-length .: 
enncneu iiorary, cione./vj->uiuoiviz4, run insert sequence. 


.1.0 


839 


AM U4jjoj 


Homo sapiens hypothetical protein FLJ1 1085 (KIAA1434), mRNA 


jii-lo 


840 


AF115104 . 


Homo sapiens glutaredoxin (GLRX) gene, exon 1 


; 1.3 


841 


ArUV4o/i 


Mus musculus Sosl gene, intron 




842 


AK025101 ; 


Homo sapiens cDNA: FLJ21448 fis, clone COL04473 


5E-93 


• 843; 


JVlo jZ /p 


riomo sapiens inna-O gene, complete cas . • . 


U.O J7 


844 


AK022390 


Homo sapiens cDNA FLJ12328 fis, clone MAMMA 1002 145 


0.018 


845 ; 


, AF269767 


otapnyiococcus epiuermicus strain ski cione step, iuzj duo genomic 
sequence y- ■ ' V - ' '.■ -v; : 


0.47 


846 


NTvT005916\ 


Homo sapiens minichromosorhe maintenance deficient (S. cereyisiae) 
7 (MCM7); mRNA • > •'. \ ; - . • • ' : ' 


: : - : y-is-'< : 


847 • 


; AF209976 


Rattus norvegicus stromal cell-derived factor 1 (SDF-1) mRNA, 
complete cds ^ " r 


* 1.3 


848 


NMJ) 17078 


Rattus norvegicus Acetylcholine receptor alpha 5 (Chrna5), mRNA 


0.95 ' 


84? 


AF269324 


Staphylococcus epidermidis strain SRI. clone step. 1002a 12 genomic- 
sequence " -y. ' • • ' " ' : v • "' • - : - i ' • ; :^-'r-'-- ; . \ ' " '* ; '- : - ■ • • 


016 
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Table 3 A Nearest Neighbor (BlastN vs. Genbank) 


SEQ ID 
NO 


ACCESSN - 


• ■ *. DbaLRlP. - 


P VALUE 


; 85.0 


AK008669 


Mus musculus adult male stomach cDNA, RIKEN full-length 

^*„L„ J 1 '1. .... „ J _ .. . 1 AAA O T~?f~\£ 11 * 

ennched library, clone:2210008F06, full insert sequence 


4.3 ; 


851 : 


XM 044217 


Homo sapiens Ran binding protein 11 (LOC51I94), mRNA 


0.44 


: 852 


XM-01 1510 


Homo sapiens CDC5 (cell division cycle 5, S. pombe, homolog)-like 
(CDC5L), mRNA : - .'. 


0.056 . 


:853 • 


AF068574 


Arabidopsis thaliana femlate-5 -hydroxylase (F5H) gene, complete cds 


0.042 


854 


AE003072 > 


Drosophila melanogaster genomic scaffold 142000013386025, 
complete sequence -V.Y ■ - ' '"• •' 


1:4 


855 v 


AF159462 


Escherichia coli EHEC factor for adherence (efal) gene, complete cds 


0 42: - 


856 ; 


AFi 10797 


Rattus noryegicus GABAB1 receptor (GABABR1) gene, exoris 10 
through 20 and alternatively spliced products, complete cds f 


1.6 


857 


AF3 19172 


Homo sapiens cGMP-specific phosphodiesterase type 5A (PDE5A) 
gene, partial cds ' ' ■' "• • ••• ' v .. ; '' - Py ; 


! 0.6 1 




U90299 • 


Human chromosome 10 duplicated adrenoleukodystrophy (ALD) • ; 
gene, 3' breakpoint sequence ;;-'.<;• "... '' :: \/r"':f<'> • f 


0.0000003 


859 . 


AL050065 : 


Homo sapiens mRNA; cDNA DKFZp566M043 (from clone . '< 
DKFZp566M043) 


0.006 


860 


U32802 


Haemophilus influenzae Rd section 117 of 163 of the complete .. 
genome - r ; • ;•• : ' -"-v 


1.4 


OU k 


AK00I127 


Homo sapiens cDNA FU 10265 fis, clone HEMBB1001014 


0.17 




AB042995 


Plecoglossus altivehs DNA, microsatelhte, clone:Pal-3* 


0.45 


OUJ -> 


NM_004668 


Homo sapiens maltase-glucoamylase (alpha-glucQsidase) (MGAM), 
mRNA ^ : : ' ^ V-:-.;'/ • ^ \ 


0.001 


864 


NM_021697 


Rattus norvegicus neuronal potassium channel alpha subunit (Kv8. 1), 
mRNA i :. \^ \;. . ■ ; . ; ; . 


; 0.19 




Z28173 


Sxerevisiae chromosome XI reading frame ORF YKL173w 


0.035 




XM 051783 


Homo sapiens hypothetical protein FLJ1 1712 (FLJ1 1712), mRNA 


; LI 


867 


X92498 


M. museums fkh-6 gene 


0.99 


OvJO •.. 


XM_041339 


Homo sapiens similar to phosphodiesterase 4D interacting protein 
(myomegahn) (H. sapiens) (LOC9 1892), mRNA • 


f 1.3 




AL590401 


Human DNA sequence from clone RP11-466P12 on chromosome 6, 
complete sequence [Homo sapiens] ' 


0.16 


870 : 


Z68758 


Human DNA sequence from clone LL22NC03-85E10 on chromosome 
22 Contais GSSs, complete sequence [Homo sapiens] 


0.021 




' Z34916 


O.aries DNA for natural resistance associated macrophage protein 


; : ,- >: . : 4.6->'- : - ; 


-872'. 


NMJ)09253. 


Mus musculus serine protease inhibitor-2 related sequence l (Spi2- 
rsl), mRNA . : f : . ' ' ' - '/ ■ ' ". ... : 


L5 


873--: 


. AY024283 


Oryza satiya microsatelhte MRG6608 containing (TGTA)X6, * 
genomic sequence . :: \ /' • ; • 


; 3^8 


874 


; Z36108 . 


S cerevisiae chromosome II reading frame ORF YBR239c 


1-6 


875 


XM_008791; 


Homo sapiens hypothetical protein (LOC51320), mRNA . 


0.14 
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SEQED 
NO 


:^ACCESSN 


•• : ^^-^>''v^^' : "DESCRY ' ■ r -V:'- , , / , 


P VALUE 


>876 


X89383 


R.norvegicus mRNA for SNF1 -related kinase 


0.18: 


877 ' 


XM_002378 : 


Homo sapiens uncharacterized hypothalamus protein HT010 (HT010), 

mRNA i ' 'v.; : [; . • ''''-^ ; . V': 


; .' 0. ^ 


879 


XMJ)47537 


Homo sapiens DKFZP434C 153 protein (DKFZP434C153), mRNA 


0.003 


880 


XM_0067()0 


Homo sapiens checkpoint with forkhead and ring ringer domains 
(CHFR), mRNA . : y '\ . r'- .- y'- >: 


• 4E-27 v 


881 


NC 002756 


Mertensiella luschani mitochondrion, complete genome 


2.1 


882 


f M90915 • 


Human immunodeficiency virus type 1 , viral sample LC01 JD All, V3 
region'' • : . ^ •,. . - • - 7 ' % 7.'V'V • 


0.019 


883 


ABO 11 534 


Rattus norvegicus mRNA for MEGF8, partial cds 


0.19 


.885 


• AF364468 


Simian-Human immunodeficiency virus clone 201/26w 1 envelope 
glycoprotein (env) gene, partial cds 




. 886 


XM_005320 


Homo sapiens cerberus 1 (Xenopus laevis) homolog (cysteine knot 
superfamily).(CERl), mRNA : • ■ .'' = .7- - - V ^ 


'0.63 


887 


AC079875 


Homo sapiens clone CTD-2333B13, complete sequence 


' 0.024 


888 


NM 032394 


Mus musculus myosin VHb (Myo7b), mRNA 


6.6 


889 


: AF209448 


Borrelia hermsii plasmid cp32-like EcoRI-cut fragment #3 


18 


: 890 


AK008242 


Mus musculus adult male small intestine cDN A, RIKEN full-length . 
enriched library, clone: 20 1 00 1 5 A 1 9, full insert sequence V 


0.065 


891 


AF305851 


Homo sapiens clone .16 ribosomal RNA intergenic spacer region, .' 
partial sequence 1 ' ' ; , L 


•" : - 2 


;S92 


XM__047604 


Homo sapiens coproporphyrinogen oxidase (coproporphyria, 
harderoporphy ria) (CPO), mRNA 


V 0.22 


893 


AF211133 


Carsonelia ruddii natural-host Ctenarytaina eucalypti tryptophanyl- ; 
tRNA synthetase (trpS) gene, partial cds; 16S ribosomal RNA, 23S • 
ribosomal RNA, and 5S ribosomal RNA genes, complete sequence; 
transaldolase (tail) and alkyl hydroperoxide reductase smal> 


0.2 . 


894 


. AY047513 


Drosophila melanogaster GH0 1880 full length cDNA 


8:8 


896 


AL158132 ' 


Human DN A sequence from clone RP3-323A24 on chromosome 4/ 
Contains GSSs and a putative CpG island, complete sequence [Homo 

sapiens].: • ; -. '- v -\ ■ : .\ •'" .• ■- 


0.0001 


897 ; 


: Z21978 r 


B.napus Myr2.Bnl gene encoding myrosinase, thioglucoside ; 
glucohydrolase 


1.4 


. 898 


X95904 


L.esculentum mRNA for 14-3-3 protein, TFT6 . 


0.81 


899 


■248930 \ 


C.caidarium mitochondrial genes (lOkb) 


0.27 


900 


XM_038535 


Homo sapiens KIAA1074 protein (KI A A 1074), mRNA 


0.4 - 


.901 


AFO 16898/ 


Homo sapiens B^ATF gene, complete cds ' 


. 0.002 


MAI 

902 


XM 051951 


Homo sapiens similar to PRO0097 protein (R sapiens) (LOC93544), 

mRNA : '^y : - ': ••/-••'^ . \ : • • 


0.003 


903 


X89383 


R.norvegicus mRNA for SNFl-related kinase 


0.23 


904" 


AF056336 ~ 


Danio rerio bone moiphogeneuc protein 4 precursor (BMP4) gene, 
complete cds I ;^ : - 7 V 


: o.bo2 


905 


■ U34339 V : 


Protopterus aethiopicus 28S ribosomal RNA gene, partial sequence 


: ' 1E-09 
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>• • /'• > .--[- : Table 3A Nearest Neighbor (BlastN vs. Genbank) • . : ' . : ; " ;i 


SEQED 
NO 


. ACCESSN .. 


•V;- ; '- .'■•;< : : :;• DESCRIP \V* y,\ v ' * ~- 


P VALUE. 


906 


XMJH1974 


Homo sapiens hypothetical gene supported by AK025102 V 
(LOC91974), mRNA ; ' .'- ; ' : .V 


0.06 ; 


907 


/ D 14567 " 


Penicillium urticae mitochondrial 1-rRNA (large rRNA) gene and its 
flanking region V : ^ 


0.26 


908 


';' AL035632 


Drosophila melanogaster BAC clone BACN32G11 


0:52. 


909 


. AF220354 


Drosophila melanogaster mitotic kinesin-like motor protein CENP- 
ana (cana) mRNA, complete cds 


' 0.86 


910 


U67484 


Methanococcus jannaschii section 26 of 150 of the complete* genome 


• 2.6 


911 


Y 13853 


Drosophila erecta clone Er 1 inactive Bari-1 family transposon 


0.17 


912 


AL 137643 • 


Homo sapiens mRNA; cDNA DKFZp586 A2324 (from clone 
DKFZp586A2324) - v • ;v ; - . 


1:3 


913 


AE006618 


Streptococcus pyogenes Ml GAS strain SF370, section 147 of 167 of . 
the complete genome 


■ 1:4- 


914 


• Z46663 


M.musculus DNA for growth hormone gene and promoter 


0.005 


.915 


AF 197225 


Emericella nidulans TUP A (tupA) gene, complete cds 


0.65 


916 


L20594 


Human ahnexin III (ANX3) gene, exon 4 


0.028 


? ? 9ll 


AB040730 


Clostridium haemolyticum genes for 16S rRNA, tRNA-Ala, tRNA-Ile, 
23S rRNA, partial and complete sequence . 


0.31 . 


; 918 


V L10162 ' 


Human variable number tandem repeat (VNTR) region, allele 13R4 3' 
to collagen type II (CGL2A1) gene V \ 


0,19 : 


919 


■■■■< L35061 • 


Bacteriophage phi-41 orfs Ll-12, complete cds's, orf 13, 5' end 


0.75 


920 


,AK018618 


Mus musculus adult male cecum cDNA, RIKEN full-length enriched 
library, clone:9 1300 14E20, full insert sequence 


; 0.72 


921 


AC024865 


Caenorhabditis elegans cosmid Y74C10AL, complete sequence 


0.083 


922 


265965, ' 


H sapiens CpG island DNA genomic Msel fragment, clone 69g7, u 
reverse read cpg69g7.rt lb V . " 


0.46 


■ 923: 


AF364335 


Influenza A virus (A/Goose/Guangdong/3/97(H5Nl)) segment 6 
neuraminidase (NA) gene, complete cds ; 


. ' 0.46 


924 


M83534 


A- thaliana isocitrate lyase gene, 5' end 


0.003 


925 


AE001390, 


Plasmodium falciparum chromosome 2, section 27 of 73 of the 
complete sequence • / 


0.0001 


926 


AK023864 


Homo sapiens cDNA FLJ13802 fis, clone THYRQ1000186 


0 . 


.927 


XM_ 010575 


Homo sapiens LOC87729 (LOC87729), mRNA 


, , 1.3 


928 


: L16771 


Drosophila simulans suppressor of forked (su(f)) gene sequence < 


0.17 


931 


BC001815 


Homo sapiens, clone IMAGE: 298 9261, mRNA 


2E-33 


: 932 


BC008580 4 


Homo sapiens, clone IMAGE: 4 179986, mRNA, partial cds 


1.4 


933 


D32063 


Human gene for 2-oxoglutarate dehydrogenase, exon 14, 15, 16, 17, 
18 and 19 sequence : : : '■ ■ ' 


0.058 


934 


XM^02855i 


Homo sapiens hypothetical gene supported by AK026706 
(LOC90063), mRNA v - . ,;. . " " - 


0.003 


935 


M87298 


Chicken neuropeptide Y gene, exons 1-3 : 


: -2.1 


936 


/AE006100 


Pasteurella multocida PM70 section 67 of 204 of the complete genome 


1.5 % 


; 937 


L77040 • 


Homo sapiens (subclone 8 ell from PI H22) DNA sequence V 


9E-14 
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: ^ -1 Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQ ID 
NO 


ALCfrooN 


; v.-.; : --,v. • - ■ -.♦ •. r .- - •; JL/fcoJUlvLr - ■• ...... >- 


r VALUri 


938 V 




Homo sapiens hexokinase I (HK1) gene, exon 1R and exon 1, 
alternatively spliced ^ : 'j " : 


'-. • '•' 2 . • 


939 


BC001393 


Homo sapiens, hypothetical protein, clone MGC:782 

iiyiAtjb. jum jy /, mKJNA, complete cds ''■'>, ■ v. 


0.054 


X 940 


AK.024U92 


Homo sapiens cuina vlj 14Uju iis, clone tiiiMJ3Aiuu4Uoo 


V.KJZD 


941 


' AJ 2440 13. 


Ectromelia virus proviral spi-3 gene for serine proteinase inhibitor, 
strain Hampstead (egg) . > 


4. J 


942 v 


•AK000184 


Homo sapiens cDNA FLJ20177 fis, clone COL09966, highly similar; 
to-Y08136 H, ' :••//' ; : "7 V/'. / : : ;. : .... • V.-:- v-> 


'••>•' p 1 . '■{; - 


943 


TJ67528 


Methanbcoccus jannaschii section 70 of 1 50 of the complete genome 


0 22 


944 


• ArUo:09V 


Schistosoma mansoni annexin mRJSf A, complete cds 


O.O^T 


945 


AK.02U8!) 1 


Mus musculus adult retina cDNA, RIBCEN full-length enriched 
library, clone:A930013F10, full insert sequence 


9 7 


946 


Ar 067228 


Buchnera aphidicola bacterioferritin comigratory protein (bcp) gene, 
partial cds; chorismate synthase (aroC), ATP •;' , >v 
phosphoribosyitransferase (hisG), histidmol dehydrogenase (nisD), *. 
histidinplphosphate aminotransferase (hisC), / L J : :.; 7 :f 
imidazolegIycerolphosphate> ;/;V 


U.UZ1 • . 


947 


XM049755 


Homo sapiens hypothetical gene supported by AL 137578 
(LUCyjiyjJ, mKJNA- 


U.l7 . 


. 948 


M14657 


Bovine thrombomodulin mRNA, r 3' end 


U.U04 


Q4Q . . 


AF312917 


Plasmodium falciparum reticulocyte binding protein 2 homolog B 
gene, complete cds . • . - Vv . : 


. "4.0 


950 


U 13067 


Drosophila melanogaster Twin of m4 (Tom) gene, complete cds; and 
Brd gene ; promoter region and 5'UTR, partial sequence 


n no s 




ALU 3476 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation ; • • "•' 


4.1, 


OS? 


XM_048492 


Homo sapiens tahn 1 ( 1 LN 1 ), mKN A 




953 


Ml 9686 


Bovine interstitial retinol binding protein (IRBP) rnRNA, 3' flank 


0.0003 


QS4 


M69188 


Cotton legumin A D-genome alloallele gene, complete cds 


; U.U /Z 


. OSS 


AK016519 


Mus musculus adult male testis cDN A, R1KJEN rull-lengtn enncnea 
library, ^1006:4932411006, lull insert sequence 


- O A< 

u.oo 




- X53545 


T. cruzi rnRNA for SA85-1. 1 protein 


0.023 


957 


•/•U67557 


Methariococcus jannaschii section 99 of 150 of the complete genome 


0.015 


958 


AT H^KC • 

AL136165 


Human DN A sequence from clone RP5-863M11 oh chromosome 6, 
complete sequence [Homo sapiens] ■ . - 


7F-1? 


959 


AF006697 


Sulfolobus soifataricus section 56 of 272 of the complete genome 


• ;• 2 <'-•• 


960 


AB056323 


Macaca fascicularis brain cDNA, clone:QflA-10392 


,0.56 - 


961 ; 


XM_6i5216 


Homo sapiens cytochrome b5 outer mitochondrial membrane 
precursor (CYB5-M), rnRNA : ■ 


. 0.25 • 


' . 962:, 




Flexamia pyrops NADH dehydrogenase 1 gene, mitochondrial gene 
encoding mitochondrial protein, complete cds 


0.025 


963 - 


; NMJ)07869 


Mus musculus DnaJ-like protein 1 (Dnajll), rnRNA . 


15 


.964 


AE002349 


Chlamydia muridarum, section 76 of 85 of the complete genome 


0.51 
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SEQID 
NO 


ACCESSN 


:v '.. • ' v< ' . DEscRiP : • ; 


P VALUE. 


•;' 965 


AF039714 


Caenorhabditis elegans cosmid T.13E5 


1.8 


966 


AF11 1813 


Plasmodium falciparum 1-depxy-D-xylulose 5-phosphate 
reductoisomerase (dxr) gene, complete cds /•;/.••/-.••'..:' 


1.3 


967 


: AE000425 : 


Escherichia coli K12 MG1655 section 3 15 of 400 of the complete 
genome / • "• ;•• : -.> r J ■< - ' ' ' >■ 


0.002 • 


968 


AF I 08658 


Homo sapiens p5327 mRNA, complete cds 


0,57 


969 


X82329 


A.hypogaea chi2. 1 gene for chitinase (class II) '-' 


3.6 


-97O 


AK026575; 


Homo sapiens cDNA; FLJ22922 fis, clone KAT06722 


1.5 


971 


;AB016605 • 


Bombyx mori gene for peptidoglycan recognition protein, complete 

cds : ' ' ! . : ■ ■"■ ■ .. <'\ ■ 


0.0002 / 


972 ,- 


AB009629 


Avian rotavirus RNA for VP1, complete cds " 


1.4 


973 : 


• AK020413 


Mus museums 12 days embryo embryonic body between diaphragm 
region and neck cDN A, RIKEN full-length enriched library,. 
clone:9430013L14V fullinsert sequence 


'0 095 


.974/ 


^013754 


Gallus gallus transcription factor RREB-1 (rreb r l) mRNA, complete 

cds;- • . : • .v^- : ; ' •■" \. - : --" : V' " : • ■ 


- 3:^ 


'975 


: V01 390 


Trypanosoma brucei kinetoplast DNA maxicircle fragment encoding 
two very, small ribosomal RNAs, a 12S rRNA homologous to E.coli 
23 S rRNA and a 9S rRNA homologous to 16S rRNA 


: 0:18 ' • 


976 • 


AL1 12360 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation •• ;> • ' '•>'•>- • 


•0.22 . 


•977 


AF389904 


Danaus chrysippus orientis 12S ribosomal RNA gene, partial . . 
sequence; mitochondrial gene for mitochonclrial product 


; •0.022 ; 


979 


X96999. 


P. vulgaris Ypr 10 gene ■■.-'■■■[ 


V 1.5 


980 


AL1 10480 


Caenorhabditis elegans cosmid Y24F12A, complete sequence 


0.16 


981 


AJ387746 


Weldenia Candida cWoroplast tRNA-Leu intron and traLrF intergenic 

spacer,-:-'' '. . ••• : - • ' : "- : •. ■ ' "' ' 


• 1.8 \ 


982 


AE001377 


Plasmodium falciparum chromosome 2, section 14 of 73 of the 
complete sequence ' . - '■' 


: 0.002 


983 


U26946 


Gallus gallus inhibiri beta A subunit mRNA, complete' cds 


2.1 


984 


AC091651 


Homo sapiens clone RP1 1-1 7D6, complete sequence 


- 2E-76 


985 


AF143382 


Arabidopsis lyrata pistillata gene, complete cds 


0.02 


986 


>Z29969 ' 


E.histolytica plasmid genes for ribosomal RNA and hemolysins 
HLY1, HLYSmcl HLY5mc2 HLY4 ^ 'i ■ ' ' 


0.02 : 


987 ; 


XM 00.1301 


Homo sapiens KIAA0469 gene product (KIAA0469), mRNA 


0.022 


988 , 


AB007638 


Bacillus subtilis genomic DNA containing gutA to cotA region, 48 . 
degree : ; •" 


0.021 


989 


XM 012394 


Homo sapiens myosin IXA (MY 09 A), mRNA 


;■: 7E-09 


990 ; 


AF258322 


Zenaida galapagoensis beta fibrinogen gene, intron 7 and partial cds 


" 5 " ' :• 


991 


XM_048778 


Homo sapiens similar to coagulation factor VIII, procoagulant 
component (hemophilia A) (R sapiens) (LOC93021), mRNA • . • 


: 0.73 ; 


: ; 992 ; 


): AB056815 • 


Macaca fascicularis brain cDNA clone:QflArl5307, full insert: : 
sequence • - : - '-y- " \-V : \: ' \"-; v . r 
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Table 3A Nearest Neighbor (BlastN vs. Genbahk) - V * >: 


NO 


ACCESSN 


. ■ - v-%' V: ; : : ; descrip ' ■:;■■:< \> ' -.^v'V ;t,;>- 


P VALUE 


•993 


AJ403948 


Homo sapiens partial SLC22A3 gene for organic cation. transporter 3, 
exons 3-4 - 7 ■ ,• ; ... /, •'. \\ 


0.008 


994 


AF069188 


Ephedrus laevicollis NADH dehydrogenase 1 gene, mitochondrial ; 
gene encoding mitochondrial protein, partial cds • ■-'■.« 


0.082 


995: 


AF282920; 


Staphylococcus aureus quinone oxidoreductase and glycine betaine 
transporter genes, complete cds 


6 6 


996 


AB031325 


Homo sapiens gene for calcium-sensing receptor, exons, promoter 
region v- '.v v- '-. -.:••-•*•' -V * ••" . .• - '■' ■■• •" 


0.081 


997 


AE00142T ; 


Plasmodium falciparum chromosome 2, section 58 of 73 of the \ ; • 
complete sequence ' "'-V. ; K "> ; . '":•»-.•' 


0.74 • ; 


-'QQR 


AF323615 . 


Rattus norvegicus phosphomositide-specific phosphohpase C epsilon 
mRNA, complete cds >•>; 


2.3 


QOO 

yyy. 


"AF305103 : 


Picea abies clone 1PABC5D3 hypermethylated genomic sequence 


■ 0.25^ • 


1000- 


AY022117 


Oryza sativa microsatellite MRG4442 containing (TC)X 17, closest to 
marker RG450, genomic sequence 


0.7 \ 


1 AA 1 


NM 023324 


Mus musculus pellino 1 (Pelil), mRNA 


0.26 


1002 


X06329 


Mouse repetitive sequence LIMd-F type 5 'end (1G-6) 


0.73 


1 AA1 


AE001173 


Borreha burgdorferi (section 59 of 70) of the complete genome 


0:24 


1004 


AK021535 


Homo sapiens cDNA FLJ1 1473 fis, clone HEMBA1001712 


' 0:25 


1 A A ^ " 


ij90529\ 


Plasmodium vivax SV-5 Pv200 high-binding region I gene, partial cds 


.0.24 


1 AAA 


XM_003560 


Homo sapiens MAD2 (mitotic arrest deficient, yeast, homolog)-like 1 
(MAD2L1), mRNA :) * : 


4E-26 


1 AA*7 


AF3 15106 . 


Homo sapiens isolate HERV-H-PA9 long terminal repeat, partial 
sequence \ •■• ' '' l c\ -v" :'/}■'■■]■ . - >" 


0.000001 


1 AAQ 


U25177 


Helobdella rbbusta cyclin A mRNA, partial cds 


0.025 


1009 


NM_021401 


Mus musculus secreted and transmembrane 1 (Sectml), mRNA 


0.084 • 


1010. 


AF339813 


Homo sapiens clone IMAGE: 29740 3, mRNA sequence 


2 


1 A 1 1 

1UH 


AF020599 : 


Equus cabal lus insulin-like growth factor 2 (IGF2) gene, partial cds 


038 


1 f\ 1 T 

10 12 


BC001815 


Homo sapiens, clone IMAGE: 2989261, mRNA 


7E-43 1 


1A1"*" 
lUi 3 


AJ297945 . 


Frankia sp. ArD cryptic plasmid pFQ3 1 ORF AF, korSAF gene, ORF 
CrF, ORF DrF, repF gene, ORF FrF, ORF GF, ORF HF, ORF IF, ; 
ORF KrF, ORF LrF, ORP MF, ORF NrF, ORF OF, ORF PrF, parAF 
gene and ORF SrF .... 


- A 6. A ' * 


1014 


Z71327 ' 


S.cerevisiae chromosome XIV reading irame ORr YNLUd iw 


A A 1 

U.O 1 


iUl J 


Y/V/f ni l 1 sa 

AJVi V J L I JO 


Homo sapiens hypothetical gene supported by AB007970 

ri DP0O36OY mRNA • - , - " ; ; 1 


.0.003 


1016 


XM 007274 


Homo sapiens hypothetical protein FL J 10242 (FL J 10242), mRNA 


' 0.029 . 


1017 


AE001495 


Helicobacter pylori, strain J99 section 56 of 132 of the complete ; " : 
genome' : : • '. : : " ■ 1 . ': T' ": : - 


0.076 


1018 


: : AK024606, 


Homo sapiens cDNA: FLJ20953 fis, clone ADSE01979 


e-109 


.1019 


AF049434 


Melaleuca lateritia 5S ribosomal RNA gene, partial sequence; and 5S 
ribosomal RN A intergenic spacer, complete sequence : ^ 


• L9' 
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'"- ':- v v/ ' v7 lv -/. ■ Tabic 3A Nearest Neighbor (BlastN vs. Genbank) v - ; 


SEQID 
NO 


ACCESSN ' 


•^ : ;v.;- . DESCRIP '/ ./'-■v /> 


P V ALUE 


1020 


AF078543 


Pestivirus type 4 strain MN fetus polymerase (NS5b) gene, partial cds 


0.68 


1021 


• ! M63636 ; 


Streptococcus thermophilus beta-D-galactosidase (lacZ) gene, 
complete cds . "X • • ' •' • -/••:'' ■ 


- : Q- 6 


1022 


AJ270226 


Entodinium caudatum partial mRNA for putative glycosyltransferase, 

Clone L48 ' ; -v *^V'; ■' % /. • . " v ••>;•"'•• N ." 




1023 


M59429 : 


T: thermophila F-antigen (tfa) gene, complete cds 


0.009 . 


1024 


X77801 v 


S.beecheyi genomic DNA with direct repeats and integrated Hepatitis 
B virus " • -\ 'r ••. V'i;- {, :\-"v:. . ." • •• 


- 1.9 . . 


1025 


■AL590109 


Human DNA sequence from clone RP1 1-405 J 10 on" chromosome 10, 
complete sequence (Homo sapiens] v 


,6E-84 


1026 : ; 


AF269904 


Staphylococcus epidermidis strain SRI clone step.l029hl0 genomic . 
sequence W 


0.076 > 


1027 


AL591343 


Human DNA sequence from clone RP 11 -260H5 on chromosome 6, 
complete sequence [Homo sapiensj " < ; 


0.22 • 


1028 


Z12986 


O.aries rearranged T-cell receptor delta 


• o.78 ; 


.1029 


AY042836 


Arabidopsis thaliana Unknown protein mRNA, complete cds 


0.25 


1030 


, X00U7, 


Gaiago Alu repeat type I, GAL9 


0.0001 


1031 


\XM_015858 


Homo sapiens Werner syndrome (WRN), mRNA '■ \ 


6.6 


1032 


M27444 ••• 


Bos taurus (clone pTKD7) dopamine and cyclic AMP-regulated 
neuronal phpsphoprotein (DARPP-32) mRNA, complete cds 


■ . 0.63 


1033 


AF272852 . 


Arabidopsis thaliana beta 1,2-xylosyltransferase mRNA, complete cds 


.0.77 


1034 


L08174 


Romanomermis culicivorax mitochondrial NADH dehydrogenase 
subunits 6 and 3 (ND6, ND 3) cytochrome P450-like protein genes, 
complete CDS ' . , . < \ - 


0.084 : 


1035 


AF387598 


Nicotiana tabacum EPSP synthase 1 (EPSPS1) gene, partial cds 


0.007 


1036 


AF157094 


Sarcophilus harrisii mitochondrial DNA control region, partial : : 
sequence [ / : H ■ ■' : 


: 0.23 


1037; 


. ; "V".. ;.v-. * •.'. 
XM_04676l 


Homo sapiens hypothetical gene supported by AK000735 >,'-■ 
(LOC92705), mRNA 


. 0.66 


.1038 


AF348479 


Bos taurus myostatin gene, partial cds 


6.1 


1039 


XM_050269 


Homo sapiens solute carrier family 1 (glial high affinity glutamate 
transporter), member 3 (SLC1A3), mRNA 


■ • '- ; ". 
021 : 


1040 


AF164967 


Canine distemper virus strain A75/17, complete genome 


■ '7.1 


1041 


AB028634 


Flammulina veiutipes mitochondrial gene for RN A polymerase, DNA 
polymerase, complete and partial cds 


0.086 


1042 


AF312925 


Homo sapiens cryptic (CFC 1) gene, complete cds 


0.000004 


-1043' 


. U67596? : 


Methanococcus jannaschii section 13 8 of 150 of the complete genome 


0.26. 


1044 


L04631 . 


Human cholesterol 7 alpha-hyroxylase (CYP7) gene, exon 3 


0.009 


1045 


U50336 


Mus musculus Ah receptor gene, promoter region and exon 1, partial 
sequence ; ; ' - ~ ••• •'• ; • - *; 




,1046 


AF105001 


Mus musculus Fabl098 immunoglobulin light chain variable region 
mRNA, x partiaI cds ' 


o.8 : 
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•: r: -- :: > - r \ "' Table 3A Nearest Neighbor (BlaslN vs. Gehbank) w ^ 


SEQID 
NO 


ACCESSN 


i: ; : "' r ' ;: ^:' ..V .' /' DESCRIP | ; / '' 


P V ALUE 


1047 


;* U55276 


Rattus norvegicus microtubule-associated protein IB gene, promoter 
region: - . • ' : .'■ \- ''' • : , , ;v ; ' ; '••:<"'•' ' :r . .- 


"0.79 • 


1048 


AF056302 


Drosophila melanogaster elF 2alpha kinase (GCN2) mRNA, complete 

cds •"*.;-:'-; .' v ';y •' ■ "■■■[- ■■ ■'■ -V" *'.' • : "• : .'• ;r- '' 


0.63; : 


1049 


NC_001322 


Drosophila yakuba mitochondrion, complete genome 


0,24 


1050 


AF097036 


Oreina coerulea cytochrome oxidase subunit I gene, partial cds; 
mitochondrial gene for mitochondrial product : - •• 


0^23 • s 


io5i : 


; "L12148 1 


Pasteurelia haerribiytica-like sp. pllktC, pllktB, pllktD, and leukotoxin 
structural protein (pllktAj genes, complete cds i ; ; 


0.21 


1052 


AB005153 


Mus musculus DNA for DNA dependent protein kinase catalytic v 
subunit, exon 5, 6, 7 • • •• ' • *: ' ; : '. .. 


' 0^006 




AF126733 


Brassica oleracea yar. italica floral homeotic protein pseudogene, ' 
partial sequence .- ; / ' ; V- --.V ■ '"; ''.-pK "' 'VT, ■ 


''■^ 2:1 


1054 


> AF090900 


Homo sapiens clone HQ0189 PRO0189 mRNA, complete cds 


0.000001 


1055. 


AJ223260 


Ghromodoris purpurea mitochondrial CGI gene, partial 


0.007 


1056 


' AF089052 ;: 


Pseudoleistes virescens cytochrome b (cytb) gene, mitochondrial gene 
encoding mitochondrial protein, partial cds ; 


0.77 


1057 


AL138748 : 


Human DNA sequence from clone RP4-732E19 on chromosome .. 1. 
Xq21 1-21.33 Contains GSSs, complete sequence [Homo sapiens] 


" 0.59 - 


1058 


AL132767, 


Human DNA sequence from clone RP5-819L10 on chromosome 6qi2- 
13. Contains GSSs, complete sequence [Homo sapiens] 




1059 


AF032670 


Lucilia cuprina Notch homolog (Scl) gene, exon B 


0.055 


1060 


AE001371 


Plasmodium falciparum chrompsome 2, section 8 of 73 of the . • : 
complete sequence : % : ; ; 


; 0:062 


1061 


AY039845 


Arabidopsis thaliana Atlg35160/T32G9_30 mRNA, complete cds 


4.6 


1062 


. AF365189 


Sindoropsis le-testui tRNA-Leu (trnL) gene, partial intron sequence; 
chloroplast gene for chloroplast product 


011 


1063 


U60591, ' 


Drosophila melanogaster kuzbanian (kuz) mRNA, complete cds 


0.41 


1064 


AJ297052 : 


Homo sapiens SDS-stable Vimentin-bound DNA fragment 
HEF42VM12 , •". ' 


4E.-09 


1065 


AB023191 


Homo sapiens mRNA for KIAA0974 protein, partial cds 


0.23 


1066 


AK021989 


Homo sapiens cDNA FLJl 1927 fis, clone HEMBB 1 000402 


0.33 


"1067 : 


XM_038524 


Homo sapiens hypothetical protein FLJ23059 (FLJ23059), mRNA 


• e-169 


, 1068 


XM 045967 


Homo sapiens estrogen receptor 1 (ESR1), mRNA 


4.9 


• 1069 


, AF354258 


Homo sapiens polynucleotide kinase-3 '-phosphatase (PNKP) gene, . ; 
complete cds - - 


• 0.66 


1070 


AJ404320 


Posidonia oceanica medium repetitive sequence, clone pPopm6 


.. 0:038 


1071 - 


NCi002756 


Mertensiella luschani mitochondrion,, complete genome 


4.9 


.1072 


: Z68886 v 


Human DNA sequence from cosmid L21F12, Huntington's Disease. 
Region, chromosome 4pl6.3 * - : * 


2E-10 . 


1073 


^AE001370 : 


Plasmodium falciparum chromosome 2,. section 7 of 73 of the r v . ; ; 
complete sequence: • ^ • ' ; "- ' 


; ' 0:025 



255 





: - : \ Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQTD 
NO 


ACCESSN 


• descrip ': : - ' ^y.'ir- ' 


P VALUE 


1074 


XM1033521 


' ■ - v ' ■". •:• " »"!■'.. •/, : ." v. ...»" ".. .' 
Homo sapiens hypothetical protein FIJI 03 57 (FL j 103 57), mRNA 


. ' • 

15 


1075 5 


,.' U02239 


Mycoplasma genitalium random genomic clone xd5, partial cds 


0.006 . 


; 1076 


AE006395' - 


Lactococcus lactis subsp. lactis IL1403 section 1 5 7 of 218 of the. .; 
complete genome : - , ; . ' : 1 


0.32 : 


1077 


AY023826 


Oryza satiya microsatellite MRG6151 containing (AT AC)X8, • 
genomic sequence ■■ • ;.• v : : ; -V; : = 


/ 0.031 


1079; 


X63213 


B.taurus CI-B12 mRN A for ubiquinone oxidoreductase complex 


1. . 


1080 


AK021648 


Homo sapiens cDN A FLJ1 1586 fis, clone HEMBA 1003 720 


; ,3E-13 


1081 


AF246689 


Dictyostelium discoideum ABC transporter mdr A 1 (MDRA1) and 
ABC transporter rhdr A2 (MDRA2) genes, complete cds " 


0.67 - 


1082' 


ABO 16 100 : 


Oryza satiya LINE retrotransposon, endonuclease region of RILN5 ' 


- 0.068 : 


1083 


U93157 


Orestias species mitochondrial control region, allele SRT l , partial 
sequence •'• ' • v ]■'!,. • ' ' - ;•' ■ \ v ; 


6.9 v 


1084 


i^.-'v 

AF 1 73 3 73 


Caenorhabditis elegans transmembrane protein NDG-4 (ndg-4) • v 
mRNA, complete cds : - ■ ■ 7 ■} ';' ■ ■■:•■[>{: \x : ; ' . 


1,8 ; 


1086 


AJ310640 


Turkey coronavirus genomic RNA for partial spike glycoprotein (s 
gene), 3a protein (gene 3) ' 3b protein (gene 3), E protein (gene 3) and 
partial M protein (gene 4), strain turkey/UK/4 12/00 " " - 




1087 


M21953 


Duck hepatitis B virus, complete genome 


0.086 


1088 


. AF332583 ' 


Homo sapiens stratum corneum chymotryptic enzyme (KLKJ) gene, 
complete cds, alternative transcripts • 


2.1 


1089 


; AY037894 


Glomus intraradices phosphate transporter mRNA, partial cds 


0.084 


.1091 


NM 020078 


Rattus norvegicus a disintegrin and metalloproteinase domain 1 
(fertilin alpha) (Adam 1), mRNA / : , 


0:51:; 


: 1092 


AF282531 


Homo sapiens clone 18qtel_c30t7 sequence 


0.003; 


1093 


AF324424 •'; 


Ichthyophthirius multifiliis immobilization antigen isoform (IAG52A) 
gene, complete cds ; ; 


0.56 


1094 


AJ404320 ; 


Posidonia oceanica medium, repetitive sequence, clone pPopm6 


0.075 


1096 


Z46803 


V narbonensis mRNA for legumin A precursor 


2.2 


1097 


XMJ)50195 


Homo sapiens similar to hypothetical protein FLJ14751 (H. sapiens) 
(LOC93274), mRNA : 1 : 


5.7 


1098 


AJ246004 


Homo sapiens RET gene, 5' genomic fragment 


0.00004 


1099 


• AY031051 


HIV-1 isolate NC4057- 1999 from USA pol polyprotein (pol) gene, 
partial cds . T ^ • 


0.23 


1100 


AE002146 


Ureaplasma urealyticum section 47 of 59 of the complete genome 


• .0^26 


lioi 


• Z23650 > 


H: sapiens (D1S436) UNA segment containing (CA) repeat; clone . 
AFM217zc3; single read : ' 


0.001 


1102 


, D73382 


Sugarbeet nutochondrial gene for ORFB, complete cds 


0.73 : ; 


.1103 


)' : U67503 • 


Methanococcus jannaschii section 45 of 150 of the complete genome 


0.69 r 


; 1104 


;AL590376 ' 


Human DN A Sjequence from done RP 11 -22P2 on chromosome Xq23 - 
24, complete sequence [Homo sapiens] : . • 




; 1106 


D 14636 . 


Mouse mRNA for PEBP2al protein, complete cds 


0.61 
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' ^^y-:.'^''- /■' Table 3A Nearest Neighbor (BlastN vs. Genbank) : . . 


SEQID 
NO 


'-■ • ACCESSN 


-•.V;''-. ' • desotip * .^'."'V:' a':-- ' 


P VALUE 


1107. 


. V Y 14622 


Mus musculus Tnfr2 gene; exon 4 to exon 8 


0.71 


1108 


AF 130049 


Homo sapiens clone FLB3411 PRO0852 mRNA, complete cds 


0.065 


1109 


AJ0il009 : 


.:; I- ,. v ; ;x \ :•,->'•/■ ?■},-, ;V . - -v.- : " 
Glycine max cytosolic glutamine synthetase (gs 15) gene promoter V 


0.007 


.1110 


XM_043523 


Homo sapiens Rho guanine, exchange factor (GEF) 1 1 ( ARHGEF 11), 

mRNA : : /' : :-v. ■ ,-•••:'•>> .." 


.0.7 


iiii 


•'Z77974 • . 


H. sapiens flow-sorted chromosome 6 Hindlll fragment, SC6pA5D 12 


•0:001 - 


1112* 


:.: AJ002513 


Schizosaccharomyces pombe cmbl gene 


8.2 


1113 


AF098878 


Homo sapiens APAF1 gene, exons 6 and 7 


19 


1114 


,M 14080 


Herpesvirus saimiri thymidylate synthase gene^ complete cds 


0.023 


1115 


U44838 < 


Glycine max extensin (SbHRGP3) gene, complete cds 


0.76 


1116 


Y1549I 


Pongo pygmaeus gene encoding fertilin alpha 


2.1 : 


1117 


U43145 


: : *'{\.;:;;> : w ; ^ r ; '. - - .. " ■ • • " >.\"";f ..' 
Plasmodium chabaudi repeat organellar protein gene, complete cds 


0.25 


1118 ; 


- Z81524 


Caenorhabditis elegans cosmid F32H5, complete sequence 


.0.009 


1119 


AF052957 


Homo sapiens type XV collagen (COL15A1) gene, exons 3 and 4 


2.2 


■1120 


•^067523 ^ 


Methanococcus jannaschii section 65 of 150 of the complete genome 


0.00 1„ 


1121 


AL 12 1807 


S! pombe chromosome III cosmid cl32 •• sy.v : ' ; 


0.19 


1122 


X59280 


S.douglasii gene for cytochrome b 


. 0.29 


1123 


XM_030915 


Homo sapiens KIAA0673 protein (KIAA0673), mRNA 


5E-19 


1124 


X99254 


P. falciparum gene encoding primase, small subunit 


0.084 . 


1125" 


" AC004214 


Homo sapiens clone UWGC: m32agap from 6p2 Incomplete sequence 


0.009 


.1126 


AF061244 


Agrocybe aegerita B type DNA polymerase (Mtpol) gene, complete y 
cds; tRNA-Asn gene, complete sequence; and unknown genes, 
mitochondrial genes for mitochondrial products ; 


/ 0.001 


1127 


AK001125 


Homo sapiens cDNA FLJ10263 fis, clone HEMBB 1000991 


0 


1128 


L41046 


Pisiim sativum erido- 1 ,4-beta-glucanase (EGL 1 ) gene, complete cds 


0.0001 


1129 


XM_008099 


•'" . ;. ... , \ J'\ ■■■ : . ; • . • ; ; . ; ; : ■ -■:<. 
Homo sapiens integrih, alpha L (antigen CDIIA (pi 80), lymphocyte 
functipn-assqeiated antigen 1, alpha polypeptide) (ITGAL), mRNA 


2E-18 ^ 


1130 


AE000049 


Mycoplasma pneumoniae M129 section 3 1 of 63 of the complete 

•genome' .; • ''■ .">•••'. - Y ';• ' • v'"'.,. v 


0.75 


11.31 ; 


AY019627 . 


Oryza sativa microsatellite MRG1952 containing (AT)X40, closest to 
marker L128, genoihic sequence- . 


0.024 


1 132 


Z46383 


Bovine herpesvirus type 4 DNA for nonconserved region A 


: .4.3 


1133 


Y07893 


S cerevisiae DNA fragment, right arm of chromosome VII 


4.2 


1134 


XMj)40867 


Homo sapiens sperm acrosome associated 1 (SPACAl), mRNA 


0.003 


1135 


XM Z 038693 


Homo sapiens solute carrier family 9 (sodium/hydrogen exchanger), 
isoform 2 (SLC9 A2) mRNA V '■■< : - = / > : 




1136 


NM_033074 


Mus musculus DNA segment, Chr 15, Wayne State University 59, 
expressed (D 15 Wsu59e), mRNA ; ^ : ; v 


: 0.64 





'■. ■:■ , ' : Table 3A Nearest Neighbor (BlastN vs. Genbank) . ; • • > " • 


SEQID 
NO 


ACCESSN 


'" ? :: V : ; - ■ : . '?:{'■ DESCREP : ^ ' ''X 


P VALUE 


1137 


M97168 


Homo sapiens X (inactive)-specific transcript (XIST) complete exon 




1138 


D13973 


Dictyostelium discoideum DNA for Dp87 protein, complete cds 


0.075 


1139 


AF303254 


Caenorhabditis elegans gene XL 153 mRNA, complete cds . 


2 •; 


1140 


: AB009926 


Cyphonocerus ruficollis mitochondrial DNA for 16S rRNA, partial 
sequence - J "V ".>-;". ''. -..-/■ •• . ' ' 


- : 0.24 : 


1141 


NC 002660 


Cochliomyia hominivorax mitochondrion, complete genome 


0.0009 


1142 


^ AL096756 


Human DNA sequence from clone RP3 -477 J 1 0 on chromosome 
22ql3.3 1-13.33 Contains a GSS, complete sequence [Homo sapiens] 


■ 0,26', 


1143 


XM031937 


Homo sapiens hypothetical protein FLJ1 1 183 (FLJl 1 183), mRNA 


; ' 2.2'. \ 


; 1144 


AE003025 


Drosophila melanogaster genomic scaffold 142000013385389, 
complete sequence • ; . 1 s " ■ V • ^ v : 


0.22 : . 


1145 ; 


Z11702 


y.faba mRNA for polyphenol oxidase 


; .0.76 


1146 


XM_049924 


Homo sapiens calcium binding protein 5 (CABP5), mRNA 


" : ;/'.5 : 6 ; - • 


1147 


XM_047707 


Homo sapiens K1AA1265 protein (KIAA1265), mRNA \ 


1.6 


1148 


AY005256 ' 


Xylocopa erythrina cytochrome!) (cytb) gene, partial cds; - 
mitochondrial gene for mitochondrial product 


0.086 


1151 


— Z96679 


H. sapiens telpmeric DNA sequence ■ clone 7PTEL026, read 
7PTELOO026.seq r - V -f^S^: ■ ■ ' 


9E-34 ' 


1152 


AJ001677 


Branchiostoma floridae mRNA for phenylalanine hydroxylase; partial 


. 0.067 


1153 


J03252 : 


Human alkaline phosphatase (ALPP) gene, complete cds ./, v 


0.65 


1154 


AK007179 


Mus musculus adult male testis cDNA, RIKEN fulUIength enriched 
library, clone: 17001 12 J 16, full insert sequence ' 


- 6.24 ; ; 


1155 


AK0040S>3 :; ; 


Mus musculus 18 days embryo c.DNA, RIKEN full-length enriched ■■; , 
library, clone: 1 1 10034K09, full insert sequence 


"M'-6:7. 


•1156 


AF370i42 


Arabidopsis thaliana unknown protein (T5I7.1/At2g39710) mRNA, 
complete cds 


• 1.7 


1157. 


AF053649 


Homo sapiens cellular apoptosis susceptibility protein (CSE1) gene, 
exons 15 and 16 ; \ . ' ■ 


'' 0.006 


1158 


AL080199 


Homo sapiens mRNA; cDNA DKFZp434E082 (from clone 
DKFZp434E082) V : . ^ V, 


0.081 


.1159 


AF267225 : 


Candidates Carsonella ruddii natural-host Tainarys sordida ATP *- 
synthase alpha subunit (atp A) gene, partial cds; ATP synthase gamma 
subunit (atpG) gene, complete cds; and ATT synthase beta subunit \ 
(atpD) gene, partial cds • v 


; 0.15 


-1160 


■ AE000654 


Helicobacter pylori 26695 section 132 of 134 of the complete genome 


";• 0.51 : 


1161 


AK007179 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone: 17001 12J1 6, full insert sequence 


0.25 


1162 


NM_008787 


Mus musculus pericentrin (Pent), mRNA 


1.7 


1163 


AK024592. 


Homo sapiens cDNA: FLJ20939 fis, clone- ADSE01 583; • 


" 0.077 


:il64 


•D 13 197 


Mouse gene for immunoglobulin diversity region Dl 


• 0.076 ' 
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V : i'% ; :' : Table 3A Nearest Neighbor (BiastN vs. Genbank) ^ : ' : ' : C' \. / 


SEQID 
NO 


ACGESSN 


• ■:\:y^ : ^-r- • descrip ^.,:M 


P VALUE 


1165 


AE001381 


Plasmodium falciparum chromosome 2, section 18 of 73 of the . 
complete sequence '.' . * 


0.073 


1166 


X68360 


M.fascicularis gene for apolipoprotein A-II 


0.0009 


1167 


X73032 


B juncea ribosomal iritergenic spacer 


0.023 


1168 


XM_037?45 • 


Homo sapiens hypothetical gene supported by AL 13 7266 
(LOC91332)/mRNA ; i : : • / v v : ' : v 


o.2i 


1169 


IsIM_0 17755 


Homo sapiens hypothetical protein FLJ20303 (FLJ20303)/mRNA 


0.58 ,. 


1170 


XM_045819 


Homo sapiens cofilin 2 (muscle) (CFL2), mRNA 


. 2 


1171 


AE006349 


Lactococcus ; lactis subsp. lactis 1L 1403 section 1 1 1 of 2 18 of the ■ 
complete genome 


0.12 


1172 


XM_030637 


Homo sapiens G protein-coupled receptor kinase 7 (GPRK7), mRNA 


16 ' 


1173 


AK0i72?8" 


Mus museulus 6 days neonate head cDNA, RIKEN full-length •. 
enriched library, clone:543041 1K23, full insert sequence 


' 0.18 


1174 


AF 1549 15 


Homo sapiens transcription factor HOXD12 (HOXD12) and 
transcription factor HOXD1 1 (HOXD11) genes, complete cds : - 


; 0:52 


"ll75 


AF143066 


Lepidopilum scabrisetum ribosomal protein system, 4 (rps4) gene, ; 
partial cds : '. : Y- M^'C^i;*. .v • •/:,=<, 


• 0.51 


1176 


AL391814 


Human DN A sequence from clone RP11-49A4 on chromosome 6, 
complete sequence [Homo sapiens] ■ ": 


0.06 


1177 


AF003511 


Toxoneuron sp. 16S ribosomal RNA gene, partial sequence 


0.0000001 


1178 


AK022350 


Homo sapiens cDNA FLJ 12288 fis, clone MAMMA 100 1783 


0.00002 


1180 


; AF307986 


Mus museulus small inducible cytokine A21b (Scya21b) gene, ^ : : . . 
complete cds ; .. '• . : ■* -V •' . - ' : . : v 


0.021 


1181 


NM__022242 


Rattus norvegiciis niban protein (Niban), mRNA 


--5 • 


1 182 


•Z57380- • 


H.sapiens CpG island DNA genomic Msel fragment, clone 173c2, ; 
forward read cpgl73c2.ftla , . . ' 


0.13 ' 


1183 \ 


XM_043937: 


Homo sapiens hypothetical protein MGC 1 3033 (MGC 13033), mRNA 


6.4 


1184 


L15439 


Geukensia demissa neuropeptide mRNA, complete cds 


0.24 


1185 


AJ251399 


Proechimys cayennensis mitochondrial cytb gene for cytochrome b 
(specimen voucher V-8 1 5) 


• 0.7 


1186 


U00053 


Caenorhabditis elegans cosmid K03F8 


0.62 


1187 


':}.';:■■■'■.;■ y/'-j' ■ 
' J00277 


Human (genomic clones lambda-[SK2-T2, HS578T]; cDNA clones 
RS-[3,4, 6]) c-Ha-rasl proto-oncogene, complete coding sequence 


; 7E-55 . 


; ii89 


X70677 


X.laevis XFG 5-1 mRNA for zinc finger protein 'r;r'\ -V 


0.23 


•1190 


AJ223323 


Saccharomyces cerevisiae mitochondrial tRNA-Tyr, tRNA-Asn, &; 
tRNA-Met genes ;; . - • ; .. ■ 


0:083 


1191 ; 


XM_030479 


Homo sapiens KIAA 1462 protein (KIAA 1462), mRNA 


0.76 


1192 


AK016425 


Mus museulus adult male testis cDNA, RIKEN full-length enriched 
library, clone:493 1403EO3, full insert sequence 


0.00003 


1193 


AF092854 


Saguinus mystax visual pigment gene, P562 allele, intron 4 " 


0.0001 


1194 


. AC025732 


Homo sapiens BAG clone RP1 1-1 -16)19 from Y, complete sequence 


1.7 y. 
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: . * • • : Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQ ID 

NO : 


ACCESSN 


.r : \: •• pESCRip : "; " ••' .;. : : ; 


P VALUE 


1195 


'aeoo2I77 


Chlamydophila pneumoniae AR39, section 13 of 94 of the complete 
genome " . \..-' ■ ■ - f : - : ;.\'\;'v; \ -.'* ; • • 


0.011 


1196 


-M94732 


Plasmodium falciparum 15 kDa vesicular-like antigen gene, exons 1 
through 4 • ^ . ' .;. ' . ' ' 


'0.009 


J 197 


- X763I1: ; - 


H.sapiens endothelial nitric oxidase synthase gene, exons 15 and 16 


0.6 V 


1198 


5 L81756 ' 


Homo sapiens (subclone i_g5 from PI H16) DNA sequence, complete 
sequence - ; ^ , : : .' - • • : v"- • • ^ : 


0.061' 


1199 


± Z82625 


R.prowazekii genomic DNA fragment (clone A396F) ;• : v; r 


0.76 ; 


1200 


XM J) 12528 


Homo sapiens protein kinase C, beta 1 (PRKCB1), mRNA 


2.1 


1201 


: M27082 ; 


S cerevisiae GCN2 gene (which couples GCN4 expression to amino 
acid availability), complete cds v : >•. .' 


0.21 


1202 


•) AK007856 


Mus musculus 10 day old male pancreas cDNA, RDCEN full-length 
enriched library, clone: 18 10054D07, full insert sequence 


6E-73 


1203 


M69188 


Cotton legumin A D-genome alloallele gene, complete cds • ..' 


0:076 


1204 


AB043132 V 


Thunnus thynnus DNA, microsatellite Ttho-6**, partial sequence 


0.001 


1205 


AFO 19084 


Homo sapiens keratin 2e (KRT2E) gene, complete cds 


; 6 ■ ■:. 


1206 


• ; ' : U32784 / ;\ 


Haemophilus influenzae Rd section 99 of 163 of the complete genome 


; 0.026 


1207 


XM_004699 


Homo sapiens ubiquitin-conjugating enzyme E2H (homologous to 
yeast UBC8) (UBE2H), mRNA : ' 


2 V> 


1208 


AF375643 


Pongo pygmaeus HERV-K-GG 1 preintegration site sequence 


, 2.2 


1209 


AK007179 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone: 17001 12J16, full insert sequence 


; - 0.22 : 


1210 


AF 1822 14 


Glycine max glutamine synthetase gamma 2 subunit gene, 5:-flanking 
region and partial cds V . • >r " ; : : 


;o.23 : 


1211 


AF 170224 


Alloplectus meridensis ribulpse 1, 5 -bisphosphate carboxylase large 
subunit gene, partial cds; chlofoplast gene for chloroplast product 


;'-- ; 6.5' • 


1212 


NMl022978 


Homo sapiens small EDRK-rich factor IB (centromeric) (SERF IB), 
mRNA ■ : V. ■ y : - T ?v - : ," ^ ; ! CI]: ; • - ; / V /- • ; 


023; y : 


1213 


U17787 "\ 


Gromphadorhina portentosa mitochondrion 16S ribosomal RNA,. ; 
partial sequence v" '■■ ■ 


0.027 


1214 


AF 144086 


Papio hamadryas anubis chromosome 13 repeat region ! 


0.25 


1215 


XM_010106 


Homo sapiens DKFZP586N08 1 9 protein (DKFZP586N08 1 9), mRNA 


0.73 


1216 


AF198964 


Arabidopsis thaliana ATP sulfuryiase gene, complete cds 


, . 0.072 


1217 


':AJ298866 


Xenppus laevis mRNA for winged helix transcription factor (foxd3b 

gene)'"' ;>':;- vv - / : : '■ , ' ■ 


: 0.2' 


1218 


AF069111 


Uroleucon obscurum large subunit ribosomal RNA gene, partial 
sequence; tRNA-Val gene, complete sequence; ahd small subunit 
ribosomal RNA gene, partial sequence 


0.003 


1219 


X167.15 


D ; melanogaster gene for chorion protein sl6 


0.23 


'1220 


AF245117 


Mus musculus leukocyte cell-surface molecule (Ly9) gene, exon f 


0.024 " 
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v ' Table 3A - Nearest Neighbor (BlastN vs, Genbank) ; ; 


seq rp 

NO 


ACCESSN: 




P VALUE 


1221 


AP001310 


Arabidopsis thaliaha genomic DNA, chromosome 3, PI clone:MU022 


0.23 


"■ '■'»'. 
vl 222 


AF092375 


Rivuius gransabanae tRNA-Ile, tRNA-Gln, and tRNArMet genes, 
complete sequence; NADH dehydrogenase subunit II gene, complete 
cds; tJRJSf A-Trp, . tRNA-Ala, tRNA-Asn, tRNA-Cys, and tRNA-Tyr 
genes, complete sequence; and cytochrome c oxidase subunit I gene, 
par> ' .;. '{(r : ;vl . • " .; : ."•:;r>- \-y-'-;/ ';;;*'• -'":*' '■■>'.;■:' "■ 


0.26 • 


1223f 


;■ 'U84864 ; 


HIV-1 strain M14 from USA, envelope glycoprotein (env) gene, \> 
partial cds v\"' r - ;: :":- ' . • -.V ■ f:^>'-V' • ;|.v 


•' 0:76 ; 


1224 


XM_051684 


Homo sapiens similar to estrogen-related receptor alpha; estrogen 
receptor-like 1 (H. sapiens) (LOC93491), mRNA ■:>■; 


0.57 


1225 


AF282391 


Cucumis sativus clone B99 mitochondrial genomic sequence 


• < 2.2 


1226 


AK026459 


Homo sapiens cDNA: FLJ22806 fis, clone KAIA2845 


0.024 


1227 


"AJ003131 


Spodoptera littoralis nuclear polyhidrosis virus fgf, egt genes and 3 
ORFs ^ ; '• ' v ; ' . - ■ ' : ' V • • 


0.022 


1228 


XM__028308 


Homo sapiens helicase-moi (KIAA0928), mRNA 


• 1.8 


1229 


AF219168 


Fritillaria camtschatcensis clone cam36 retrotransposon Tfcl, partial 

sequence';; "•. ' -y :; -v;-' : '■ ; ;,\; v/- ; - : •".*"• •. ' *•- v 




1230 


■C AF325699 


Homo sapiens ataxia-telangiectasia and Rad3 related protein ( ATR) 
gene, partial cds, alternatively spliced 


' : 0.069 V 


1231 


AE007433 " i 


Streptococcus pneumoniae section 1 16 of 194 of the complete genome 


7.9 ; 


1232 


XM^.007429 


Homo sapiens CGI-3'5 protein (LOC5 1077), mRNA 


1E-08 ' 


.1233 


; AF021084 


Dianous nitidulus cytochrome b (cytb) gene;, mitochondrial gene 
encoding mitochondrial protein, partial cds : • 


0.07 ; 


1234 


; 297349 


Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS 
*"** from contig 3-06, complete sequence ; 


s 2-i ■;"*: 


1235 


XM 038588 


Homo sapiens like-glycosyltransferase (LARGE), mRNA 


• " 5.5 . 


1236 


X95276 


P.falciparum complete gene map of plastid-Iike DNA (IR-B) 


0.008 


1237 ;• 


■ -U88570 


Drosophila melanogaster CREB-binding protein homolog mRNA, 
complete cds ' 


'•V 1.7 ' 


1238 


AK024332 


Homo sapiens cDNA FLJ 14270 fis, clone PLACE1004491 


0.68, 


1239 


AC006678 


Caenorhabditis elegans cosmid R05G9, complete sequence 


1.8 . 


.1240 


AF250958 


Lycopersicpn esculentum peptide deformylase-like protein mRNA, 
complete cds 


' .0.076 


•1241 


■ M26650 


Human islet amyloid polypeptide (hIAPP) gene, complete cds 


1.9 


1242 


XM^037062 


Homo sapiens DKFZP564G202 protein (DKFZP564G202), mRNA ; 


" 0.61' : 


1243 


' AE003025" 


Drosophila melanogaster genomic scaffold 142000013385389, . : A 
complete sequence 


0.027 


1244 


U39701 ; 


Mycoplasma genitalium section 23 of 5 1 of the complete genome 


2.1 : 


1245 


;-,AE000036 


Mycoplasma pneumoniae M 1 29 section 44 of 63 of the complete ; 
genome • • -r'-i -•- - 


; - • 8.2 ; •" 


1246 


•AE000830^ 


Methanobacterium ffiennoautotrophicum from bases 394245 to 
404874 (section 36 of 148) of the complete genome 


; . 0.67 •/ 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) : ; ; ' ' W 


SEQID 
NO 


ACCESSN I 


■ -i^'^ ■ : ' ..• : descrjp , ; . ;'i . 


P VALUE 


. 1247 


• AL3 58951 


Human DN A sequence from clone RP3-456L16 on chromosome 6, : 
complete sequence [Homo sapiens] : . : > : ' V 


0^64 • 


1248 


XM_045757 


Homo sapiens chloride channel 4 (CLCN4), mRNA 


0.56 


1249 


U59683 


Nicotiana tabacum squalene synthase (TSS) gene, complete cds r < 


' 0.005 . 


1250 • 


AKO 10434 


Mus inusculus ES cells cDNA, RIKEN full-length enriched library, 
clone:24 1000602 1, full insert sequence ' 




1251 


XM_045757 


Homo sapiens chloride channel 4 (GLCN4), mRNA. 


0.61 


1252 


AE000717 


Aquifex aeolicus section 49 of 109 of the complete genome 


0.024 


1253. 


AC024780 


Caenorhabditis elegans cosmid Y43B 11 AR, complete sequence 


• 0.027 ; 


1254 


AF343030 


Human herpesvirus 7 isolate CR 18 glycoprotein H gene, complete cds 


; 0.009 


1255 


AK022153 


Homo sapiens cDNA FLJ12091 fis" clone HEMBB 1002582 


0.0000001 


1256 


AF309947 


Dictyostelium discoideum Racl A (raciA) gene, complete cds; and Vr: 
unknown gene . ,-. . - : " . '""v' ?\ 


0.009' 


1257;; 


AB051519 


Homo sapiens mRNA for KIAA 1732 protein, partial cds 


0.25 


1258 


AC006681 


Caenorhabditis elegans clone R13H9, complete sequence 


. : 2.2-';' 


1260 


;:;Y11648 


Campylobacter jejuni vvaaC, galE, wla[B,C;D,E,F,G,H,I,K,L,Ml, : 
cheY genes and orfl ; ; " . 


0.25 


■1261 


:'-.:-^:. v 

AB009592 ," 


Oryza sativa gene for cytosolic glutathione reductase, complete cds 


' 2.1 


1262 


X83997 , 


C parasitica eapC gene 


0.22 


1263 


AJ404320 


Posidonia oceanica medium repetitive sequence, clone pPopm6 - 


0.034 


1264 


AF038620 ', 


Caenorhabditis elegans cosmid H10D12 • 


0.063 


1265 


. U05822 


Human proto-oncogene BCL3 gene, exon 2 


0:0000001 


1266 


Z79343- • 


H.sapiens flow-sorted chromosome 6 TaqI fragment, SC6pA4G2 


0 13 


1267 


S60289 


LeB4=legurnin {5' region) [Vicia faba, Genomic, 1222 nt] 


' 0.0003 


1268 


' AE006303 


Lactococcus lactis subsp. lactis IL 1403 section 65 of 218 of the 
complete genome " ■.;■>' 


1.9 


1269 


AE001410 


Plasmodium falciparum chromosome 2, section 47 of 73 of the 
complete sequence - . 


0.008; 


1270 


X96972 


D.buzzatii copia element DNA 


TV 0.2 


1271 


AB042973 


Nicotiana tabacum wizz gene, 5' flanking region, partial cds 


0.073 


1272 


Z95309 


Caenorhabditis elegans cosmid H36L18, complete sequence 


3:5 


1273 


AF091745 


Homo sapiens exonuclease I (EXOI) gene, exon 5 


..: 0.2 


1274 


AF386945 


Arabidopsis thaliana Rubisco subunit binding-protein beta subunit 
(T5A14. 1 1) mRNA, complete cds V v ; ; 


0.7 " ; 


■ &7S 


'AF269376 


Staphylococcus epidermidis strain SRI clone step.l002h01 genomic * 
sequence \-. S ■;■:■'<■ ]"'. 


.0.076 


1276 


AKO 12864 


Mus musculus 10, 11 days embryo cDN A, RIKEN full-length 
enriched library, clone.2810036115, full insert sequence • 


- 0.028 


1277 


, Z74204 


Sxerevisiae chromosome IV reading frame ORF YDL156w 


0.18 


1278 


AB049851 


Macaca fascicularis brain cDNA, clone:QnpA- 18831 


2E-91 


1279 


TAE001761 


Thermotoga maritima section 73 of 136 of the complete genome 


0.19 


1280 


• AE002102 


Ureaplasma urealyticum section 3 . of 59 of the complete genome 


. • 5:5 ■ \ 


1281 


AK021982 


Homo sapiens cDN A FLJ 1 1 920 fis, clone HEMBB 10003 12 


0.006 
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•>•"'•;>'- - Table 3A Nearest Neighbor (BlastN vs. Genbank) ; ! ; > 


SEQID 


ACCESSN 


"S^?-: /. "'• : - descrip : . ; : , : *. • . V;j .- r • . : : : 


P VALUE 


IZSZ 


AE007504 


•' -.^r- : .> .' v \. : " ' ; • 
Streptococcus pneumoniae section 187 of 194 of the complete genome 


" 0.21 


1283 


X79095 


F.trinervia pdk gene for pyruvate,orthophosphate dikinase 


0.22 


1284^ 


AE007413 


Streptococcus pneumoniae section 96 of 194 of the complete genome 


17 


1285 


. AB050513 


Macaca fascicularis brain cDNA, clone:QnpA- 17049 ; ' 


: 0:41. 


1286 


AF339809 


Homo sapiens clone IMAGE: 274 150, mRNA sequence 


0.52 


1287 


AF074991 


Homo sapiens full length insert cDN A YH88A03 


4E-09 


.1288 


AF277581 


Campostoma anomalum microsatellite CA9 sequence -\ '; 


1.6 


- 128v 


AF035245 


Bacillus lyriceorum strain pVTL3 1 Bag320 satellite DNA 


,0.23 


<;12yj 


AF298208 


Dicryostelium discoideum transposon thug-T, complete sequence 


0.028 


: -1292 


AL133656 " 


Homo sapiens mRNA; cDNA DKFZp434O2017 (from clone • 
DKFZp434O2017) ; V : : 


0.021 


1293 


AK024666 


Homo sapiens cDNA: FLJ21013 Fis, clone CAE05223 


9E-34 


1294 


U55367 


Caenorhabditis elegans cosmid C55H1, complete sequence 


2.1 


1295: 


XI 67 15 


D. melanogaster gene for chorion protein sl6 />/. 


0.25 


1296 


AC001080 


Homo sapiens (subclone 3_g7 from PAC H74) DNA sequence, 
complete sequence : ^ • • ; ^ ; : - 


0.69 


1297 


XMO51260 


Homo sapiens hypothetical protein MGC5 149 (MGC5 149), mRNA 


6^58 


1298 


AEOOOOliS 


Mycoplasma pneumoniae Ml 29 section 1 of 63 of the complete •• : 
genome - *' "; - : \ - : ' ■ /->■ V ••v./ - ' ■ 1 • -■' 


.0.026 ; 


1299 


AF264059 


Homo sapiens RAPD fragment lost in a grade 2 astrocytoma ;V. ; 


0.73 


1300 


AE002308 


Chlamydia muridarurn, section 39 of 85 of the complete genome 


0.078 


1301 


: U58745 


Caenorhabditis elegans cosmid C10G6, complete sequence v 


0.26 


1302 


XM_007768 


Homo sapiens KI AA 10 1 8 protein (KIAA1 018), mRNA 


2.2 


;■ 1303 


AC000102 


Homo sapiens Chromosome 22qi.ll2.BAC Clone 60b5 In GNAZ-BCR 
Region, complete sequence 


0.17 


1304 


• AF338734 


Homo sapiens hypothetical PHD zinc finger protein XAP135 • 
pseudogene, complete sequence 


2.3 ' • 


1305 


AF211141 


Carsonella ruddii natural-host Pachypsylla celtidis Uyptophanyl-tRNA 
synthetase (trpS) gene, partial cds; 16S ribosomai RNA, 23S .. 1 J 
ribosomal RNA, and 5S ribosomai RNA genes, complete sequence; 
transaldolase (tal) and alkyl hydroperoxide reductase small > 


.0.087 • 


1306 


; X81391 


Homo sapiens (subclone 2_a6 from PI H39) DNA sequence, complete 
sequence ' 1 • " ; ^. . V '<;'■■}■" • ' 


0.18 


1307 


ABO 136 13 


Oryza sativa DNA, centromere sequence RCBlf '' 0 


0.085 


> i^h°. 
IjUo 


. : U03906 


Macroscelides proboscideus aldehyde dehydrogenase 1, eta-crystallin 
mRNA, complete cds i < ; : 


. "... 0.26 . 


1309 


LI 3470 


Human thyroxine-binding globulin gene, complete cds 


0.21 


1310 


AK026225 


Homo sapiens cDNA; FLJ22572 fis, clone HSI023 13 


3E-27 


1311 


XM_030391 


Homo sapiens dJ467Nl 1 1 protein (DJ467N1 1 1), mRNA ; 


0.001 


1312. 


XM 017923? 


Honio sapiens hypothetical protein FLJ 1 2660 (FLJ 1 2660); mRNA 


' 2E.32 





■"-'■A .: • " Table 3 A Nearest Neighbor (BlastN vs. Gcnbank) : - - ^ 


SEQIP 
NO 


ACCESSN 


■ ••• ■ > ' ' V •'" • DESCRJP ' ^ : : ' - * 


P VALUE 


! 1313 


-M57256 ;r 


B.tiermsii vmp21 gene encoding Vmp21 outer membrane lipoprotein 


0.58 


1314 


; Y14051 


Staphylococcus aureus mec A, mecRl, mecl genes and ORF168, 
ORF142, ORF44, ORF145 and ORF224 ' - 


0.081 


1315 


XMJ)32018 


Homo sapiens similar to RIKEN cDNA 23 10040G1 7 gene (M. 
museums) (LOC90480)/mRNA : i ! ; > 


0.027 ' 


1316 


• AF227514'; 


Octodon lunarus cytochrome b gene, partial cds; mitochondrial gene ; 
for mitochondrial product • •■ 


19 


1317 


. Vu- ' \ .. " :". v,'*' : . 

AE001414 


Plasmodium falciparum chromosome 2, section 51 of 73 of the - 
complete sequence V 


V 0:73 ' 


! 1318 


Z21622 


S.cerevisiae RIB7 gene encoding HTP reductase • v 


0.77 : 


1319" 


XM^040462 


Homo sapiens ATP-binding cassette, sub-family D (ALD), member 3 
(AJBCD3), mRNA • • :, ■ /V \V : V V' • ' ":/••/', " 


i-8 


1320 


Z65229 


H.sapiens CpG island DNA genomic Msel fragment, clone 28a8, 
forward read cpg28a8.Rla ';•/' ', : ' •"• 


• ; 0;23 


1321 


XM 040095 


Homo sapiens hypothetical protein (DKFZP434G0310), mRNA 


2.3 v 


1322 


XM 027314 


Homo sapiens hypothetical protein FLJ22351 (FLJ22351), mRNA 


1E-14 


1323 


AF282064 


Homo sapiens clone 2qtel edcl7iF-cl7jF sequence 


3E-88 


1324 


AF101098 


Homo sapiens collagen type XI alpha- 1 (COL11A1) gene, exon 38 


' %. 1.3 


1325 


AB050093 


Neoceratodus forsteri mRNA for pituitary glycoprotein hormone alpha 
sublimit, complete cds " 


0.009- 


. 1326 


AL591507 


Human DNA sequence from clone RP1 1-289C14 on chromosome 6, 
complete sequence [Homo sapiens] •."'*-.. 


0.026 


1327 


AJ400873 


Homo sapiens partial GPLD1 gene for glycosylphosphatidylinositol 
phospholipase D, exons 15-20 '' ! ; 


1 9 


1328 


' AF378831 


Mus musculus orphan G protein-coupled receptor (Raig2) mRNA, • 
complete cds ] ;.' ; • " : ' .. ■. ■.; 


1.9 


1329 


XM_0301 16 


Homo sapiens hypothetical protein MGC3077 (MGC3077), mRNA 


;.-.; : -V"-.'",o 


1330 


X54806 


RMorvcgicus mRNA for cytokeratin type I (3' end) 


0:77 


1331 


XM^013141 


Homo sapiens ATPase, Cu+H- transporting, alpha polypeptide 
(Menkes syndrome) (ATP7A), mRNA 


0.72 


1332 


NM 026428 


Mus musculus RIKEN cDNA 18 10027P 18 gene (1810027P18Rik), 
mRNA \ ' ■ : ' '• >; •: ^r-^^O 


0.019 


1333" 


I' U85448 : : 


Actinidia deliciosa sucrose-phosphate synthase (KSPS-1) mRNA, • 
partial cds = " 


.0.001 


1334 


AKO 13974 


Mus musculus 13 days embryo head cDNA, . RIKEN full-length 
enriched library, clone:3110002D09, full insert sequence 


• 0.74 


1335 


' : 025641 " 


Tetrahymena thennophila telomerase component p80 mRNA, Vr 
complete cds ' • v * : - \ - - - ; " •-. 


' 0.008'- 


1336 


NC.002102 


Lactobacillus helveticus plasmid pLHl, complete sequence 


0.78 


1337- 


' M142<)2 ' 


Human L IHeg repetitive element from the intergenic region of the 
epsilon arid G-gamma globih genes : * ; : • 


5Er08 
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/ Table 3A Nearest Neighbor (BlastN vs. Genbank) * - ; ':■ 


SEQID 

NO • 


ACCESSN ' 


- ' ^ ; - DESCRIP " ' . 


P VALUE 


1338 


AF239910 


Petunia axillaris haplotype S15 self-incompatibility ribomiclease 
mRNA, complete cds " ; y ; ; . -> v - 


2.1 


1339 


AF 116872 


Caridida albicans alternative oxidase (AOX2) gene, complete cds 


0.25 


1340 


XM_035344 


Homo sapiens KJAA1688 protein (KIAA1688), mRNA 1 


1.6 V 


1341 


XM_046636; 


Homo sapiens hypothetical protein FLJ20080 (FLJ20080), mRNA ; 


6E-74 


1342 


AF292561 


Strongyloides stercoralis G protein alpha subunit 2 (gpa-2) gene, 
complete cds Z v - 


0.76 


1343 


AF008597 > 


Catharanthus roseus desaceto^yvindoline-4-hyd'roxylase (CRSD4H) 
gene, complete cds 5 "> - • . : / ': 


026 


1344 


AF347671 


Equine rhinitis A virus isolate PERV/62 PI (PI) gene, partial cds j 


6.9 v 


1345 


U89019 


Hepatitis C virus polyprotein gene, complete cds 


0.27; 


1346 


XM_043815 


Homo sapiens hypothetical protein FLJ2 1736 (FLJ2 1736), mRNA 


•V 2.2 ■• 


1347 


L39930 


Podocoryne carhea fibrillin mRNA, partial cds 


0.7 


1348 


Z21512 


K.lactis GAL80 gene encoding K1GAL80 protein 


0.075 


1349 


AC0bl49() 


Homo sapiens (subclone 2_cl0 from PI H32) DNA sequence, ,. • 
complete sequence ; U : SX y. 


T; 2E-1L 


■ ; y 

1350 


L36891 


Saccharprriyces cerevisiae mitochondrion transfer RNA-fMet (tRNA- 
fMet) gene; transfer RNA-Pro (tRNA-Pro) gene;.9S ribosomal RNA 
(9S rRNA)gene - V "..''V - : 


0.025 


1351 


AKO 17200 


Mus musculus 1 1 days pregnant adult female ovary and uterus cDN A, ', 
IUKEN full-length enriched library, clone: 503 3428C03, full insert ' 
sequence , ' y y : >V V'^ 


6.2 


1352 


AB003286 


Homo sapiens DNA for choline kinase like protein and muscle type 
carnitine palmitoyltransferase I, partial and complete cds 


,0 069 ; " 


1353 


AF312917 


Plasmodium falciparum reticulocyte binding protein 2 homplog B 
gene, complete cds ' : : 


0.081; 


1354 


: M65060 


M.thermoautotrophicum trpE, trpG, trpC, trpF, trpB, trpA, trpD 
genes, complete cds *," ,: . / / 


0.26 


1355 


; ; \ J.J ; 

' AB025642 


Arabidppsis thaliana genomic DNA, chromosome 5, BAC !. \J\ 
clone:T32G24" : - : '-'\:^r- : 


0.34 .... 


1356 


■ : L24957:- 


Zygpsaccharpmyces cidri alpha-galactosidase gene, complete cds 


0.08 


4357; 


JL38437 


Rattus riorvegicus NADH ubiquinone oxidoreductase subunit (IP 13) 
gene, complete cds .; :< - : - ; i ' 


0.27- 


1358 


AJ301686 


Polystoma sp. DNA-25 ITS 1, isolate DNA-25 . 


2,2 : 


1359 


-.. AB002805 


Homo sapiens OS-9 gene, 5' upstream region and partial cds 


0.0004 


; i36i 


XMJ30723 


Homo sapiens CGI- 107 protein (LOC5 10 12), mRNA 


V'3.r 


1362 


NM^031881 


Mus musculus neural precursor cell expressed, developmental ly down- 
regulated gene 4b (Nedd4b), mRNA. '? " -■: 


3.8 


1363 


I AC008855 


Homo sapiens chromosome 5 clone CTD-2178M23, complete , ;; ; 
sequence ;3"'»^-/'"V- r v 6 ': /: -V.. j V.;- ,/,.'•'■ . :, •' .~: *- : ':v; ' 7: : '-'i - ... 


0.72 


1364 


NC 002660 


Cochliomyia hominivorax mitochondrion, complete genome 


0.074 


1365 


AF072589 


Python regius alpha enolase mRNA, complete cds 


1.4 


1366 


AJ243461 


Vicia faba nod-CCPI gene, exohs 1 and 2 • • ; : 


0.017 
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' V ; v Table 3A Nearest Neighbor (BlastN vs. Genbank) .•:,•>:':;-.._ \\/-: r . Z 


SEQID 

NO ' 


ACCESSN 


/ ' : - DESCRIP -~ ' 


P VALUE 


1367 


: XM_011052 


Homo sapiens 28kD interferon responsive protein (IFRG28), mRNA 


1.6 


1368 


AL390157 


Homo sapiens mRNA; cDNA DKFZp434D 179 (from clone; 
DKFZp434D179) . ;K ' : ' V ' ' "jZ- ; 


0.0005 


1369 


AL023822 


Caenorhabditis eiegans cosmid Y102A5A, complete sequence 


0.046 


1370 


U36918 


Mesocricetus auratus mucin (MUC 1 ) mRNA, complete cds 


4.4 


1371 


AF081786-V 


Homo sapiens lysyl hydroxylase 1 gene, prompter region and partial 

cds ; ' -P. "-' . • "• • '- : s; . ' ■ : :j , - '.:■) [/ ■'. • '• . • : : 


0.18 


1372 


XM_035682 J 


Homo sapiens similar to hypothetical protein FLJ2263 9 (H. sapiens) 
(I OC9 1 047), mRNA '^V^ ' .X> .'■.■'■<;]■;/' ^ . ■ 


8E-08 : 


1373 


^54645" 


H. sapiens CpG island DNA genomic Msel fragment, clone 14h7, 
reverse read cpgl4h7.rtlb ^ ^ - • 


0.027 


1374 


'ABO 12 135 


Schizbsaccharomyces pombe gene for catalytic subunit (C5) of 
proteasome, complete cds 'Z/^y^ r''-^ 


.;, 1.9 


1375 


; k L47352' " ? ; 


Brassica napus (clone Sta 39-4) arabinogalactan protein mRNA,. 
complete cds v ... , •• ; •'. \ ; "', r ' r 


0.73 


1376 


AB036993 


Homo sapiens RHAG gene for Rh50 glycoprotein, partial cds 


0.0000001 


1377, 


' v U67535 " : 


Methanococcus jannaschii section 77 of 150 of the complete genome 


" 0.03 


1378 


AF203637 


Myotis myotis microsatellite A2 sequence 


0.017 


1379 


XN4 004748 


Homo sapiens hypothetical protein FLJ1 11 10 (FLJ 1 1 1 10), mRNA 


1.1 


1380 " 


. AJ249744 


Campylobacter jejuni cjaE gene for putative membrane protein CjaE 


0.69 


1381 


AL591033 


Human DNA sequence from clone RP1 1-94L3 on chromosome 6, 
complete sequence [Homo sapiens]. 


17 


1382 


AJ242625 


Mus museums Dmp-1 gene, exons 1-6 


0.71 


1383 


AB03&851 


Ciona intestinalis mRNA for pellino, complete cds 


. 0.23 


1384 


XMj) 12972 


Homo sapiens transmembrane phosphatase with tensin homology 
(TPTE), mRNA v- 'r\ : : " : ';\.;Y * 


2E-09 


1385 


AF175313 


Oncorhy nchus mykiss cardiac sodium-calcium exchanger (NCX) 
mRNA, complete cds 


0.47 


1386 


AF283669 


Homo sapiens kallikrein 14 (KLK14) gene, complete cds 


0.44 


1387 


AYO 18560 


Oryza sativa microsatellite MRG0885 containing (AT)X1 8, genomic 
sequence ■ ■ •'. " -v.' T- : : . 


0.63 


1388 


AK027272 


Homo sapiens cDNA FIJI 4366 fis, clone HEMB A 100 1020 


0.019 


1389 


XMJ)03052 


Homo sapiens roundabout (axon guidance receptor, Drosophila) . 
hoiriolog 1 (ROBOl), mRNA : • :"-[ 


1E-49 


1390 


AJF208532 


Homo sapiens fatty acid omega-hydroxylase CYP4A11 (CYP4A11) 
gene, complete cds • .'■ 


: 0.69 


1391 


AF233326 


Mus musculus tumor necrosis factor receptorrassociated factor (Traf2) 
gene, exons 2, 3, and 4 •". • '.■ ' v ; 


0.72 ; 


,1392 


AE0O1413 


Plasmodium falciparum chromosome 2, section 50 of 73 of the 
complete sequence . , -• ; > ..^- : -': 


6.15 - 


; 1394 


X54889 


Sea urchin developmentally regulated ectodermal gene 


0.023 '• 
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-'.\- : Table 3 A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN ■ 




P VALUE 


1395 ' 


AF378868 


Arabidopsis thaliana AT5gl 1200/F2I1 1 90 mRNA, complete cds : 


2.5 ■•«'' 


1396 


^AF328539 / 


Homo sapiens clone 12qtel_c64t3 sequence 


0.0003 


1397 


AE006450 1 


Lactococcus lactis subsp. lactis IL1403 section 212 of 218,of the ' 
complete genome \ " ■ • 7- 11 


. 0.47 ' 


1398 


Z12840 


0 cuniculus mRNA for protein of unknown function 


2E-97 


1399 


U3I165 : 


Rattus norvegicus SH3 domain binding protein (CR 16) gene, exon 6 


- L9 ' 


1400 


Y 15005 


Bison bonasus mitochondrial cytB gene 


1.8 


1401 


AC091267 


Caenorhabditis eiegans cosmid Y37B11A, complete sequence ,* 


3.7 


14Q2 : 


AB055364 . 


Macaca fascicularis brain cDNA, clone.QflA- 12522 


e-119 


• 1403 


NC_001610 


Didelphis virginiana mitochondrion, comjplete genome 


0.006 


1404 ; 


•AJF362372 - 


Dictyostelium discoideum histidine kinase DhkJ (dhkj) gene, 
complete cds. : . : 


0.055 • 


1405" 


AF027164 .'. 


Homo sapiens type II integral membrane protein (NKG2-E) gene, ; 4 
partial cds; and type II integral membrane protein (NKG2-F) gene, / 
complete cds.' c ' -'^ ■ '.' ■ r • 


3.6 


1406 ; 


M76376 , 


Human cysteine-rich protein (CRP) gene, exon 2 


0.027 


1407 : 


D31863 • 


Mouse Pig-a gene for GPI-anchor biosynthesis (PIG- A protein); exon 
6 and complete cds v - : { 


0.026 


1408 


XM^031315 


Homo sapiens hypothetical protein FLJ 14033 similar to hypoxia . 
inducible factor 3, alpha subunit (FLJ 14033), mRNA • 


0.000007 


1409 


AYO 19369 


Oryza sativa microsatellite MRG1694 containing (AT)X32, genomic 
sequence ' y.\ • ' • .' • • *•• 


• 0.0001 ' 


1410 


> AF067610 


Caenorhabditis eiegans cosmid F4 1 A4 


0.084 


1411 


; AJ401391 


D rosophila melanogaster mRNA for PDGF/VEGF-like protein 
(CG7103 gene) : . 1 'V '-^ = ■ V " ' ■ - 


0:18 


1412 


XM_008417 


Homo sapiens hypothetical protein FLJ20694 (FLJ20694), mRNA ; 


0.0000001 


f 1413C 


AF242195V 


Homo sapiens KLK 15 (KLK15) gene, complete cds, alternatively 
spliced 


e-160: 


1414 


': Y14077. 


Bacillus subitlis 10.6 Kb chromosomal DN A: glyB-prsA region 


0.008 


1415 


: AE006802 


Sulfolobus solfataricus section 161 of 272 of the complete genome 


0.057 


1416 


AY007149 


Homo sapiens clone CD ABP0086 mRNA sequence 


0.092 


1417 


K02628 : '■■■] 


Oxytricha nova (hypotrichous ciliate) ( clones LMiC2-(5,6,8)> . . 
micronu'clear DNA, C2 gene (version 3), complete cds 1 


0.063. 


1419 


; X 14260 


Xenopus tropicalis alpha-globin gene 


1.7' 


1420 


AJ40.1391 


Drosophila melanogaster mRNA for PDGF/VEGF-like protein . 
(CG7103 gerie) , ' k '>_^ : ' ' ' - "•• V- : '- ; ;V^ ;> : 


- 0-15 ; 


1421 


XM 032580 


Homo sapiens nebulette (NEBL), mRNA 


1.3 


1422 


XM_008060 


Homo sapiens solute carrier family 7 (cationic amino acid transporter, 
y+ system), member 5 (SLC7A5), mRNA • : ■ : • 


" 2E-12 ; 


v 1424 


r AF035820 ■ 


Hordeum vulgare gibberellin action negative regulator SPY mRNA, 
complete cds ; : :• l« : • } . ' ; v ' >•-'.• •' ; '- 


• : - 2.1. 7 
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; v Table 3A Nearest Neighbor (BlastN vs. Genbank) : ' ■> 


NO 


' ACCESSN ; 


•• vV 1 -..^ V^;^ f .^^ ; ^-.- 'y" DESCRJP : ' : . : ' : rU : ' . - 


P VALUE 


1 49S 


. -. AL3 53672 


Human UNA sequence from clone RP1-241KI on chromosome 6, : 
complete sequence [Homo sapiens] v ; , 


3.8 




AF070565 


Homo sapiens clone 24425 mRN A sequence 


0.2 


1427 


AK026914 


Homo sapiens cDNA: FLJ23261 fis, clone COL05862 


0.009 


1 49Si 


X14735 


Ppdospora anserina mtDNA for large subunit rRNA 


0.21 




XMjo64081 


Homo sapiens aldehyde dehydrogenase 5 family, member A 1 
(succinate-semialdehyde dehydrogenase) (ALDH5 A 1), mRN A 


1 4 


1430 


Y10687 


Sulfolobus acidocaldarius gene encoding purine NTPase 


0.019 


1431 


"AF 168678 


Drbsophiia melanogaster adenylyl cyclase 78 C-s mRN A, complete cds 


0. 13 




AC006666 


Caenorhabditis elegaris cosmid H3 1G24, complete sequence 


0.014 


I rt J J 


' X02473 


Calf mRN A for delta subunit of muscle acetylcholine receptor 


1.1 




: AF270148 


Staphylococcus epidermidis strain SRI clone step. 1051 c08 genomic 
sequence : - : ••••<-' v " ';■ • ' v ;, -y~,-.V- 


0.006 


1 /IK. 
If J D 


XMJ)08084 


Homo sapiens hypothetical protein LOC55565 (LOC55565), mRNA 


3E-36 


1436 


AF007876 


Homo sapiens Na,K-ATPase beta 2 subunit gene, complete cds 


0.008 


1 JT7 

14 J / : 


AK016592 • 


Mus musculus adult male testis cDNA, RJKEN fulMength enriched 
library; clone:4933400F21, full insert sequence' V ; 


• 0,61 


14 JO 


AB023053 : 


Homo sapiens genomic DNA, chromosome 6p2 1.3, HL A class I 
region, clbne:53L9, complete sequence 


, 2E-10 




• XM^035837 


Homo sapiens cAMP responsive element modulator (CREM), mRNA 


: V 1,7\ 


1440 


Y 127 10 


A.thaliana gene encoding shaggy-like kinase gamma 


0.068 


1441 


• AF351620 


Homo sapiens lipocalin-l interacting membrane receptor (LIMR) . 
gene, complete cds V % • : , 


0 028 


1442 




Methanococcus janriaschii section 102 of 150 of the complete genome 


y 2.1 


1443 


WA 002251, 


Homo sapiens potassium voltage-gated channel, delayed-rect i fier, 
subfamily S, member 1 (KCNSl), mRNA 


1.9 


1444 


: XMf 027341 


Homo sapiens similar to retinoblastoma inhibiting gene 1 (M. : : 
musculus) (LOC89932), mRNA ; - r 


0.0008 


\AA& 


AF039373V 


Arabidopsis thaliana ecotype RLD chromomethylase (CMT1) gene, 
complete cds ;- ". V 


• • 1.9; 


.1447 


"•• U29397 


Rattus norvegicus plasma membrane Ca2+ ATPase isoform 3 ; 
(PMCA3) gene, 5* flanking region v ; ' 


0:008:' 


1448 


XM^036536 : 


Homo sapiens hypothetical protein FLJ 10402 (FLJ10402), mRNA 


4.1 


144Q 


. AJvUUUo/ / 


riomo sapiens ciyiNA. rLrjzuo/u ns, cione ivaxa4/h-j 


it? HQ 


1450 


. AJ243538 


Glomus mosseae fox2 gene for Fox2 protein 


0.018 


1451 


AJ296103 


Staphylococcus aureus repNVH99 gene for replication protein and 
smr gene ■•• : ' ■ 


:0.23 


1452 


: AF084911r ; 


Bombus ternarius cytochrome b gene, partial cds; mitochondrial gene 
for mitochondrial product v .'. " *■ J 


''1:4."';" 


1453 


AC001080 


Homo sapiens (subclone 3_g7 from PAC H74) DNA sequence/ 
complete sequence . \ .; ' ^ - 


0.72V v 
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V s •,: r< H table 3A Nearest Neighbor (BlastN vs. Genbank) - 


SEQ ID 

•NO' 


accfssn 




P VALUE 


1454 


AF213160 : 


Gailus gallus rnicrosatellite C-MNT-7 sequence 


0.019 


1455 


f\DVJUJUU 


Kifapaca faspinilaris brain cDTsfA plnnp*Ofl A-1 470^ 


0 074. 


1456 


AF1 7QS1 S 


Paramecium tetraurelia SEC7-related protein (SEC7) mRNA, • K 


0 OSS 


1457 


XMj)37469 


rioiiio cwipieiib biuuidi iu bpabiiL diaXia oi l^IldriCVOlX-odgUeildy . 
(sacsin) (H. sapiens) (LOC91290), mRNA : •. 


.1.8 ; 


1458 


AK005404 1 . 


Ajfiicmiicpnliic aHult fpmcilp nl Qronti pF'iWA RTC^ThXT fnil]_lon <T+fi 
IVluo UlUoL/UlUa aUU.lt -icllldlC JJlaL/CllLd \*JL/L*ir\ y S\1S\JJjL\ lUll-ldlgLll 

enriched library, clone: 1600009D24, full insert sequence : " 


.. 4.8 ' 


1459 


AE001397 


TJlacmriHiii'm .' fair* lirvinitn phrnmncrkmp 7 epptir^n ^ 4 rvf 7^ nf thp 

complete sequence ! - ; "-^r'* ••' 


4.2 ; - . 


1460 


r\l lu IZJJ .; 


r^ipH/nctplinm HicpniHpiim nmtpin rxViocnfStitJJcf* 4 pjitJilvtip ciiHiinit • 

jL^lUiyvJolCHUlll LlloLvLJILlL/lllll JJ1VJ1C111 UIHJoJJllcllClaC • fcaUJij Llfc oUUUlUl 

rnnhf 1 ^ rnDM A pnTTlfSlptP pHq • •• . ' <•' ■-. . , • 


." Vo.77 • 


1461 


.A. A 4 *./ 1- L : ;. 


\/f hr^minic Ivc^sOptip ••• 

IVl.llvlll-llllo IjoO gfcllfc - . - .■*»■ \- . >. . 


.0.19 


1462 


AF027148 


Ufkmrt conipnc m^rr\tJPTii f Hptprminincr fs^ptr^r ^ YTV/TVOOl^ OPnP • J- 
rlUUlU dtl|JlCllo lliyUgClllV/ LlClCllllllLlllg.la.vtUl J ^lvi 1 L/L' 1 J gyllt/,. • 

complete cds / " :- : • ••* • "." 


; ,(3.45 


1463 


BC003261 


A/fiic mucpuliic cptnip/tnrprtfiinp.KinQCP i • Pinnp \A\-w\- "SXli v- 
IVlUo lIllilsL/Ulllo, oCI U1C7 LlllC\JlllHC' , lVlllCloC J, C1U11C ivlVJL/.JOVJ 

rMAGE:350i444, mRNA, complete cds ! ; : 


OJi ; ■ 


1464 : 


t\\-\j f ynj . 


tiomn canipnc Yn RAP RPI 1-^46DM H^ocwell Park Cancer Institute 
Uiimon RAP ,T ihrarvVr'nmnJptP spmif^ncf* • 'i < ' • 

flUHldll L) C\ \s i—i 1 U I (XX J J Vsl/lll^Jlfclfc 0^<l^U.Vl.lwV> 


• ' ^ 2 '. 


1465 


Y07829 


Homo sapiens RFB30 gene for RING finger protein 


: 4.5 


1466 


: DL_vV/L/U i T i TO 


Hnmn wnipn<; Hone TMAGF 3637085 mRNA ' 


1.9 


1467 


X05287 


Lociista migratoria mitochondrial gene for 16S rRNA ; 


v 0.19 


1468 


"VTV/f flSOO^'V 
AJVT UpzUpJ 


rlOmO Sapieilo IiypUlllCLlL.dl piUlylll l^lyrz^y^^r i t\\J^.j • . . . . t "- 
/Tlk r F7nSd7 A09TY mRNA /. : ' 




1469 


At 1 1 jVDz 


i^dmpyioudcier jejuiu iiiuiiiLLiug^ciiiuA udiiopuiic-i gene, v.Lmi|jiyic l<u.^, 

ailU. UIUvIlUWIl gCIlca 


-6.066 


1470 


AE006680 


Sulfolobus solfataricus section 39 of 272 of the complete genome 


: 5.2 


1471 




ArahiHnncic tbnliiinfi AT4a^7000/P7 A 1 0 360 mRNA comnlete cds 


. 2.2 


1472 


AF269209 


ToUfiimi riiKt-it-\r»c- rlAnp UTpp A\/A^l T ppII rpppntnr \/ alnha phain 
1 aKlXUgU rUOripeS LIOIIC r. iLyKAVTul I CCU ICLCpiDi v. cuunci yuaiii 

gene, partial cds •• 


1.9 : 


1473 


VA/f nT7Q<7 


tTrktrm caniphc HiVivHrnfnliitP rpHnptaSP rDFIKR^ mRNA ' 
riOIIlL) SdpiCUa LUliyLU UlLllcllC ICLlLlL/lxloC ^iil 1^-/? IIIXVL^/*- 


L3 


1474 


U80449 


Caenorhabditis elegans cosmid R I O A 10 


1.8 


1475 




C* plpaanc porp hictnnp apnps H4.^his-10^ and T43^his-9^ 


0:025 


H476 


216938. . 


tj c^nipnc rni Q^l?1 RVFiNA sptrmpnt containing YCA^ reDeat' clone 
rr. bdpicilb \Ly i i*-*/ l/ii a oegiiieiii e*Jiii<iiiij.ii^ w^r*-/ iwp^^ai, v v - w 

AFM207wc3 ; single read v : • 


• 0.02 


1477 


: X96783 


R sapiens Syt V gene (genomic and cDNA sequence) 


0.0007 


-1478 


, Y08924 


P.falciparum mRNA for AARP2 protein 


0.003 


1479 


XM_03618i; 


Homo sapiens RAN binding protein 2-like 1 (RANBP2L1), mRNA • 


'0.21 . 


1480 


' AL390874 


Human DNA sequence from clone RP1 1-23 8K 16 on chromosome 9, 
complete sequence [Homo sapiens] 


0.002. ! 


148 f 


AL133157 


S.pombe chromosome I cosmid clB2 


0.38 


•1482 


U67598 / 


Methanococcus jannaschii section- 140 of 150 of the complete genome 


•'• 0,37 : 





«h ; r '' ? Table 3A Nearest Neighbor (BlastN vs. Genbank) " vV, • 


SEQ ID 
W 


; ACCESSN 


: :;v /vv r - ■;' : . descrip : • ■ > -'V> - - .• 


P VALUE 


1483 


AJ242525 


Chlamydomonas reinhardtii partial dhclO gene for 1 beta dynein 
heavy chain, exons 16-53 ; ^ : - ; / 




.1484 


L19842 V ; 


Daltonia sp. mitochondrial NADH dehydrogenase, and cytochrome b 
genes, 3* end, and transfer RNA-Ser gene . ^: -: ^ . ' • 


.'o.ooi. 


1485 


AJ239534 


Canis familiaris tRNA-derived SINE element, clone D254UC12 


0.009 


1486 


AF044206 


Homo sapiens cyclooxygenase (GOX-2) gene, promoter and exon T ' 


1 6.2 i 


' v -"- 

1487 


:AB035880 


Chaitoregma tattakana mitochondrial genes for small subuiut rRNA, 
tRNArVal, large subunit rRNA, partial and complete sequences 


/ 0:23 '% 


1488 


AE006205 


Pasteurella multocida PM70 section 17.2 of 204 of the complete 
genome ": :; " ""V" - " • " • 


0.26 


1489 


XM_011446; 


Homo sapiens hypothetical protein FLJ10775 (FLJ10775), mRNA 


•; 6E-16 


1490 


NM 0307 14 


Mus musculus deltex 3 homolog (Drosophila) (Dtx3), mRNA 


. 0.39 


1491 


AE001407. ; 


Plasmodium falciparum chromosome 2, section 44 of 73 of the 
complete sequence , ,; V : \*- V v - V- 


0.001 - 


1492 


BC005530 


Mus musculus, clone IMAGE: 3 495762, mRNA 1 


6,4 : 


1493 


XMlo.17183 


Homo sapiens hypothetical protein FLJ22474 (FLJ22474), mRNA 


0.0007 


1494 


AF 1 98964 ^ 


Arabidopsis thaliana ATP sulfurylase gene, complete, cds 


0.057; 


1495 


AK026781. 


Homo sapiens cDNA: FLJ23128 fis, clone LNG08384 


:o:0002 ' 


V 1496 


AF307860 


Homo sapiens CYR61 protein (CYR61) gene, complete cds 


3.9 / 


1497 


AL591667 


Human DNA sequence from clone RP1 1-389N? on chromosome 6, 
complete sequence [Homo sapiens] '■■ 


0.004 


1498 


XM__002800 


Homo sapiens kinesin-like protein 2 (hklp2), mRNA 


;2E-53 


'1499 


M90970 


A triplex numfnularia DNA sequence' ^ • 


4.8 . 


1500 


.D34630 


Arabidopsis thaliana mRNA for acetyi-CoA carboxylase, complete cds 


.0.22 


1301 


:'aC004498. 


Homo sapiens chromosome 5, P. 1 clone 1209C1 (LBNL H104), 
complete sequence t •"" :v ; 


3E-13 


-1502 


AF 1043 50 


Dicryostelium discoideum prespore-specific protein (pspC) gene, 
partial cds; and unknown gene ' 


' 0.017 


1503 


XM_028059 


Homo sapiens KIAA1681 protein (KIAA1681), mRNA 


0.35 


1504 


. U83462 


Mus musculus serotonin N-acetyltransferase (AANAT) gene, 
complete cds . : , : ' • 


0:017 


1505 


.AD001534 


Borrclia afzelli (isolate UMOi), sequence fragment 


0.7 


1506 


AF092379 


Rivulus haraldsiolii tRNA-Ile, tRNA-Gln, and tJlN A-Met genes, . 
complete sequence; NADH dehydrogenase subunit II gene, complete 
cds; tRNA-Trp, tRNA-Ala, tRNA-Asn, tRN A-Cys, and tRN A-Tyr 
genes; complete sequence; and cytochrome c oxidase subunit I gene, 


0.002 


: 1507 


AF397158 


Homo sapiens clone 1 1 pur alpha-associated ribosorhal.RNA gene, 
partial sequence . • ' ' : •' : <V:-'v s ' v: . 


, 1E-39 


1509 


• AF370352 : . 


Arabidopsis thaliana putative ribosomal protein (AT4g 16720) mRNA, 
complete cds •• T •/-'•• v :> : « :v ■ 


1.2 





":-';C" Table 3A Nearest Neighbor (BlastN vs. Genbank) V 


SEpro 

NO 


•ACCESSN 


: - : DESCRIP '•" - r - • v ," : v. 


RVALUE 


1510 


• AF286240 


HIV-1 isolate 97CDKFE4 from Republic of the Congo gag protein ; ; 
(gag) and polprotein (pol) genes, partial cds • . : ' ' 


1.2 


1511 


L29256 


Human di nucleotide repeat polymorphism at the DXS 1690 locus 


5E-50 


1512 


AF214115 


Peromyscus maniculatus H 19 mRNA, complete cds 


2.1 


1513 


XMJ303799 


Homo sapiens protocadherin beta 10 (PCDHB10), mRNA 


0.57 


1514 


AF3 87030 ; 


Homo sapiens DNA polymerase epsilon subunit B (POLE2) gene, 
exons 14 and 15 . \ ;,' " 


0.72 


1515 


V M27054 ; . 


Homo sapiens asparagine synthetase (TS 11) gene, exons 1-3 and V 
promoter region : •• , A • ;- ■ . .;• • ; v ! " ■ :\ •' /• > 


0^2 


1516 


XMJ)51852 


Homo sapiens mesoderm development candidate 2 (MESDC2), ' 

mRNA • : / ■ ^ ' ' .' : " ' V- "'^ 


5 9 : • 


1517 


XMJ)52004 


Homo sapiens heterogeneous nuclear protein similar to rat helix . ; 
destabilizing protein (FBRNP), mRNA ■ y ./ ; V - 


0.00009 


1518 


XMJ)46730 


Homo sapiens hypothetical gene supported by L27560 (LOC92701), 
mRNA/ - >: "'rv ' • ^p^': 


0:53 


1519 


;AF136179 


Mus musculus spermine synthase gene, partial cds • .• 


0.063 ; 


1520 


^ U 19360 


Onchocerca volvulus nuclear hormone receptor-like peptide, complete 


1.6 ^ 


1521 


AY039907 ; 


Arabidopsis thaliana AT 5g41810/K16L22_9 mRNA, complete cds 


5 9 


1522 


D86573" 


Plasmodium falciparum DNA for flavoprotein subunit of succinate 
dehydrogenase, complete cds 


0^009 


1523 


NC 002548 


Acute bee paralysis virus, complete genome 


0.07 


1524 


: U33959 


Macaca fascicularis fertilin beta mRNA, complete cds 


,.■ 0.3 


1525 


AF270048, 


Staphylococcus epidermidis strain SRI clone step. 1043 h07 genomic 

"sequence";-'^';' 7^.' "•• : * ' '-'-V' ■' ' i :r • v> V 


0.76 . 


1526 


' AB047239 


Staphylococcus aureus DNA, complete structure of cassette ; 
chromosome(SCCHike element, strairi:ATCC25923. ' 


0.72 


1527,. 


U39684 


Mycoplasma genitalium section 6 of 51 of the complete genome 


0.21 ' 


1528 


XM 030430 


Homo sapiens hypothetical protein (FLJ11127), mRNA 


2 


1529 


D38148 


Rotavirus strain A5-13 NSP1 gene, complete cds 


0.68 


1530 


AK020846 


Mus musculus adult retina cDNA, RIKEN full-length enriched 
library, clone: A9300 1 1E06, full insert sequence 


: 0.2 / 


1531 


AF 130049 


Homo sapiens clone FLB341 1 PRO0852 mRNA, complete cds 


. 0.067 


1532 


AF332140 ; 


Mus musculus c-Fos (Fos) gene, 5' flanking and promoter regions/ 


1.8 


1533 


AF231842 


Jasminum odoratissimum tRNA-Leu (trnL) gene, partial intron and 3' 
exon, and trnL : trnF spacer region; chloroplast gene for chloroplast 

product : / ;'"' :: - y *• •' <■ -/'^ ' ' '.; 


' ' 1.3 1 ; 


1534 


NC 001560 


Vesicular stomatitis virus, complete genome 


0.35 


1535 


AF2 13897 


Homo sapiens cAMP responsive element modulator (CREM) gene, 
exon C • '•' • 


V 024 


1536 


XM_049251 


Homo sapiens K1AA090 3 protein (KIAA0903), mRNA ; 


0.22 


. 1537 


AK027713 


Homo sapiens cDNA FLJ 14807 fis, clone NT2RP400 1 760, weakly 
similar to PUTATIVE RHO/RAC GUANINE NUCLEOTIDE : [ '% v 
EXCHANGE F ACTOR : ' • > 1 - ' 


• 1E-36 
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^ V < : V 'J Table 3A Nearest Neighbor (BlastN vs. Genbank) , ■ - 


SEQ ID 
NO 


-ACCESSN'. 


: { 4'v. : : .:• - ':y. -p • • - : descrip ; '-'01 : ■ . . r . 


RVALUE 


1538 


AF268091 


Chjpris gayana phosphoenolpyruvate carboxylase (ppc) mRNA, 
complete cds " • ;: ; -\ . -v/ : . 


6 1 


1539 


-AC023351 


Homo sapiens clone RP1 1-637J20, complete sequence 


IE-49 


.1540 


NC^002161 v 


Bovine parainfluenza virus 3, complete genome 


I. 6.4 


•1541 


AE001092 : 


Archaeoglobus fulgidus section 15 of 172 of the complete genome 


0.15- 


1542 


;!aF044202 


Drosophila melanogaster glutamate receptor DGluRIEB mRNA, 
complete cds ;\/'. : v. -y.\' : ' . ^ ■■>[:■■■--':.■ '■ '■■■'{/. '■' y 


0.008 


1 543 


•Z72767v 


S.cerevisiae chromosome VII reading frame ORE YGL245w 


18 ; 


1544 


VAJ277899 


Nicotiana tabacum drepp4 gene, expns 1-4 


' 0.24 : 


1545 


XMJ)05131 


Homo sapiens chromatin accessibility complex 1 (CHRAC1), mRNA 


0.7 i: ; 


■1546 


AF270048 


Staphylococcus epidermidis strain SRI clone step. 1043 h07 genomic 
sequence "-" ' V-'V" • '•. 


0.67 


. 1547 


VAL112743 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation" '- ; •" "• . ■'■ 


0:076> 


1548 


v- S68847 • 


YAP2=AP^1 -like stress-induced transcriptional activator 
[Saccharomyces cereyisiae, W303, Genomic, 2181 nt] 


o.2i 


1549 


AF176634 


Reldia sp. Amaya and Smith 578 NADH dehydrogenase subunit F . 
(ndhF) gene, partial cds; chloroplast gene for chloroplast product; 


0.54 


1551 


X79988 


1 1, sapiens HIP gene, exon 1 : /; 


021 


1552 


AK015054 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone :4930402M22, full insert sequence ... >;r 


2.2 / 


1553 


•U07731 V 


Human quinone oxidoreductase2 (NQ02) gene, introns 1 and 2 and 
exon 2:... V:-\ ' " . : . -'• ' : . ">:'■ .•• v 


.0.42 • 


1554 


AE0O1370 


Plasmodium falciparum chromosome 2, section 7 of 73 of the . . y : 
complete sequence 


0.02 


3 1555 


AF222996 


Danio rerib nocA-like Zn-finger protein (nlz) mRNA, complete cds 


6.59 - 


1556 


AJ000080 


Trypanosoma brucei hsplOO and gpi-plc genes 


.0.00004 


1557 


D30745 


Xenopus laevis MRP RNA gene 1 


• • 5 . • 


1558 


X17256 


Yeast THR4 gene for threonine synthase (EC 4 2.99.2) 


0.64 


1559 


AF203318 . 


inv-l clone LTNP1-85V3 from USA envelope glycoprotein V3 
region (env) gene, partial cds 


it 


1561 


j XM_027574- 


Homo sapiens dystrophia myotonica-protein kinase (DMPK), mRNA: 


1.8 


1562 


BC006953 


Mus musculus,.clone MGC:6936 IMAGE:281 1899, mRNA, complete 

cds : : 'V;; ; ; -':\ V ' : ' ■ ":• V • • : - • .'• 




IJOj . 


■ " L31848 • ' 


Homo sapiens serine/threonine kinase receptor 2 (SKR2) gene, 31;,; 
alternative splices; 3' ends ■ : 


2E-10 


1564 


AF309471 


Homo sapiens SOX6 (SOX6) gene, exon 10 


0.026 


; 1565 


: : K02782 


Mouse complement component C3 mRNA, alpha and beta subunits, 
complete cds ' v "i ' 




M567 


■ XM 603204 


Homo sapiens leucine rich repeat (in FLII) interacting protein %'.[■ 
(LRRF3P2), mRNA ^ ^ "' , ; . ;V :'- : : r ■ 


'0.94 
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• : -; ; A'/ •/ Table 3A Nearest Neighbor (BlastN vs. Genbank) - v . • : V * 


SEQ ID 

NO 


: accessn ' 




P V ALUE 


1 JOft 


• Z29373 - 


H. sapiens gene for neural cell adhesion molecule L I 


0.85 


1569 


■ AFi 38876 


Bacillus thuringiensis isolate Ml 5 insertion sequence IS231N 


0.48 




AF043087 


Hordeum vulgare dehydrin 1 (dhnl) gene, complete cds 


-2.1 


1571, 


AE002293 


Chlamydia muridarum, section 25 of 85 of the complete genome ^ 


, 0,57- 


1572 • 


ABO 17043 


Rattus norvegiciis gene for hepatocyte nuclear factor 3 gamma, partial 

cds ' '•• ■/:-■ : '. : ; '"■ • " , : . 


V 3.7 


1573 v 


XM 038951 


Homo sapiens hypothetical protein MGC 15875 (MGC 15875), mRNA 


, . : 0.43 ' 


1574; 


AF244979 '■. 


Mus musculus galectin-11 mRNA, variant b, complete cds, .. v. / - : 
alternatively spliced - : ! \ v ; 7 ' 


'•024 


1575 


XM 006069 


Homo sapiens wcel+ (S. pombc) homolog (WEE 1), mRNA 


6E-10 


1576 . 


. : AK025037 


Homo sapiens cDN A: FLJ21384 fis, clone GOL03354 >' 


. .1.7 


1577 


' Z71443 


S.cerevisiae chromosome XIV reading frame ORF YNL167c 


0.014 


1578 


• AF263518 


Arabidopsis thaliana protein synthesis initiation factor 4G (EIF4G) 
gene, complete cds ' 1 


■; > P^59 : 


1579 


AE000680 


Aquifcx acolicus section 1 2 of 109 of the complete genome 


1.2 


1580 


; AE001404 


Plasmodium falciparum chromosome 2, section 41 of 73 of the : 
complete sequence y'. - : w>;- 




1581 


. AJ390510 


Candida albicans partial mRNA for serine/threonine kinase (sha3 ; 
gene) > • •■; ■-. • • :v':v.. — . ■ VA^-V 


0.18 


1582 / 


AC()04173 


Homo sapiens clone UWGC:y23x011 from 6p21, complete sequence 


0 : 002 


1583 


271687 


S.cerevisiae chromosome XIV reading frame ORF YNR072w 


. 2.1 


1585 


' X95065 


H. sapiens dinucleotide repeat (GT) from chromosome 13q (229bp) 


:Q;18 


1586 


;Z24310 


H. sapiens (D 10S593) DN A segment containing (CA) repeat; clone 
AFM311ybl; single read' v V: 


: : 0.002 


1587 


Y18476 : 


Trichophyton rubrum mitochondrial cytb gene and NADH1 to; 
NADH5 genes - 


6.9 


1588 


, Z47046 


Human.cosmid QLL2C9 from Xq28 


0.00007 


1589 


: Z71687 


S.cerevisiae chromosome XIV reading frame ORF YNR072w 


1.6 


1590 


XM" 005485 


Homo sapiens KIAA0414 protein (KJAA04 14), mRNA 


0.002 


1591; 


NM 024364 


Rattus norvegicus hairless (hr), mRNA 


0 t 22 


1593 


AF136150 


Caenorhabditis elegans homogentisate 1,2-dioxygenase (hgo) gene, . 
complete cds .. " : . ' : - 




1594 


XM 033896 


Homo sapiens insulin-like growth factor 2 receptor (IGF2R), mRNA 




; 1595 


AJ404228 


Saccharomyces douglasn rrutochondnal tRNA gene cluster . 


; 0.UU8 


ipvp < 


BC007460 


Homo sapiens, acid phosphatase, prostate, clone MGC: 12236 ... 
IMAGE:3951204, mRNA, complete cds 


0.029 


' 1597 


NM_02420 1 


Mus musculus RIKEN cDNA 061001 1N22 gene (061001 1N2 2 Rik), g. 
mRNA •' ■ :' r • \- 




1598 


U88166 


Caenorhabditis elegans cosmid M0 1A12 


. 0.61 


-1599 


v AE001394 ; 


Plasmodium falciparum chromosome 2, section 3 1 of 73 of the . ' : • ;. 
complete sequence > - • ' ' vi' : ■ N v 


2 
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Table 3 A Nearest Neighbor (BlastN vs. Genbank) / ? ' : 


SEQ ID 
NO 


ACCESSN 


"f. v - ; - ' ; ;' : V=# DESCRIP : ^ ; ; v . > 7 ^'- • ■ •: 


P VAT T IF 


U600 


: AJ306417 ; 


Corynebacterium glutamicum partial nrdF gene for ribonucleotide - 

rpo*iiPta<iP hpfa-<nihnnit and rfaD optip fhr pvtriphrrvniP 21:1 ^ rkVir?*icA 

subunit I > : V ^ • 7 V • . :\ - :-7" r V v 




1601 


AF287270 


Homo ^aniens mncnlinin fMOOT ,Nl Y pptip romolpfp pHq ; v ••• . 




1602 


AE002207 


Chlamydophila pneumoniae AR3 9, section 37 of 94 of the complete 

ppriomp -.' ' -x ';, •';* :• "' • • 'A: : ~, . ■ : ■ ~ "■ .' " •".-:•'* •'• 




1603 


AK003449 


Mus muscuius 18 days embryo ct)N A, RIKEN full-length enriched 
library, clone; 1 110004P21-, full insert sequence -•' % ; ' ^ ? V * 


0.2 ' 


1604 


AB008103 - 


ArjihiHon^is thaliana AtHRF-l mRNIA for pthvlpnp rp<\non^ivp plpmpnt 
binding factor 1/ complete cds ' : 


: a79 : : 


1605 


AE006406 


I actococcii^ lactic •siihsn lactis 11.140^ spctiOn 168 of ^18 of thp . 
complete genome • : y ' •• ; - \ '{r; '. : 


0.18 


1606 


BC008122 : 


Homo ^aniens clone MGC 18053 IMAGE 4148889 mRNA •> 
complete cds ' y ;; -. ' • ; V" ' - : ' , 


■:- : 1.5 


1607 


D28598 


Chicken rhRM A. for c-maf nroto-oncoffene nroduct c-N/faf lotiff foim 
complete cds ; '^v ' • • V- \. >"--: 


0.44 


1608 


X97314 


M sativa mRNA for cdc2 kinase homologue, cdc2MsC > 


1.5 


1609 


AP001407 


Homo sapiens genomic DNA, chromosome 2 lq22.2, clone: 10C6,- ; . . 
LB7T-ERG region, complete sequence ; ; . : ; . ! ; .,- 


! ■ i:i ;V •.' 


1611 


XM 01789 1 


f-fr\mr» canipnc qi miliir tn tipfprntrpnpriiic miplpjir riHriniir*Ipfinrnfpin T 

fH saniens . iXOC9 1538V mRNA - ' ^ 


^.4 ' 


1612 


TT48567 


Coirigipla littoraiis ORF2280 gene homolog, chloroplast gene ; • 
pnpoHinp rblororila^t orotpin oartial cd^ '■• 


0.074 


1613 


yu 036974 

vViVx WJUa / nr 


Homo sapiens similar to tumor protein p53-biriding protein (H. 1 : 
qanienO rLOr65591V mRNA ' * 3 - 


• 2 \ ;f 


1614 


A T?7I0^Q 

rVJ^ / lyj y ■ 


Placrnnrfium vnplii voplii nartial mrlc <ypnp for \/fOI 5-rplafpH kina^p 


0.001 


1615 


AB016467 


Datisca cannabina chloroplast gene for maturase K, partial cds r 


0:25 


1616 


AF027807 


Homo <;anipn<; hpta-ra^piii (C , S»N2V ppne comnlete cd^ : * : 


: 0,074 • 


1617 


AK002822 


TVi4iic mucpuliic jiHnlt tiisilp kiHnpv pFjMA RTTCFlSl fiill-lpntrf Vi pnrir'iiPfi 

librarv clone* 06 1003 9 A20 fiill insert seduence / ^ -.',*"** 


0^55 


1618 


U67580 


Met ha nococcus ianna^chii section 122 of 150 of the comolete cenome 


0.032 


1619 


; U89140 


Mus muscuius aldose reductase gene, promoter region and exon 1'. 


.; 0.48 • 


• 1620 


AE002799 ' 


Drosophila melanogaster genomic scaffold 142000013385566, 
complete sequence V • - " . < ^ 


" 0.17 


1621 . 


L14855 


Bos taurus neurexin I-alpha mRNA, complete cds 


' 0.48 . 


,1622 


AF379854 


Cloning vector pVLH/hsp, complete sequence ; 


. : . '2 • .• 


1623 


Z11883 


S tuberosum UlsnRNA variant genes Ul-1, Ul-2, Ul-3, Ul-4, Ui-5 
and Ul-6 : A ; A i ' 


.0.54 • 


•1624^ 


: AJ294727 ' 


Mus muscuius DLTIFa gene for IL-TIF alpha protein (IL-22), exons la 

5/;; ;v-> ■ 


0.011 ... 


1625 


XM__043073 


Homo sapiens hypothetical protein pKFZp434A13 19 - ; ; : 
(DKPZP434 A 1 3 1 9), mRNA v r V ; r / A y, 
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; : • • ; • ■ Table 3A Nearest Neighbor (BlastN. vs. Genbank) : [ 


SEQID 
NO 


ACCFSSN 




P VAT TIF 


1626 


ivicvt/ j^, 


PlAcmnHiiim vhplii snriniynifp siirfarp nrnt^in ? (rpnp cnmnlptp rrte 

X IdolllwUlUJlll jrV7Wl.ll OjJVJl VJ£>vJlll' OUliatt IJlvJIVlll Z, gt/lLO , ^.vJllipi^lO LUo «. 


0 007 


1627 


;'iM83304 ■) 


(~l Viircufiim 1 die* ^inHn/nQPnf'cic-nhiiti/isint nrntpin 7— O /T pa A9-n^ 
VJ.iulaUlUllL 1«IC CllLUiyUgCllColD aUUilUcUll pIUlCIll Zrly yL*C<l.t\z.-LJ J 

mRNA, complete cds. ^ 


I ■ 9 ? • ; ' 


1628 


\ U32725 


Haemophilus influenzae Rd section 40 of 163 of the complete genome 


"014 ; 


1629 


ZAP 10JJ07 


t-lnmn cnnipnc f\rtr\r'Virr\i'Yif* Pzl SO ^ A zt YTJ^ A zli opnp nrnmntpr • 

rionio bcipiciio t.y luciuuiuc r^jv j/v+ irjAtj gciic, piuiiiuicr ■_. 


0:027 


1630 


AT SQT667 


Human HWA c^niif>nn^ frr\rri plnnp T?P 1 1 -^JIQMQ r\n pVirr»mr\cr\mf» Yv ' 
liUlllall xvlN/T. oCLjUC-il^/C 1 11 VJ1I1 1/lUllv^ lull J07li7 UU ^/lll VJlllUoUiIl\^ VJ ? , •. 

pomnlpfp " < ?f k niipnr , p ninmo Q^niGn^l - • v- f ~ ■ 


■015 


1631 


AR0S$n<)7 


Orwzi <;?itiva OHS ^eiip for chalcone <^mfh?i , sp comnlpte cds 


016 


1632 


mi ifidV - . 


MniiQP OTvJA frapmpnt thnt hvhridi7e<s tri HSV-1 SmaT A fraffniPnt 

IVlVJUdV*' L/li/l 11 a^llLVlLL UICll 1IYU11U1£.V<0 Lw L ±U V .J. 11 1C11 XV liauillvlll ;■ 


.1.5 ; 


1633 


;AF145699 


Qfanhvlnrnrfiic onrpnc mitofivf* mpmhranp r>rr>tf»in ?VfrirF /mnrFVpPTiP : 

complete cds; and unknown gene ^ • ,', /• 




1634 


AF0RXQ09 

r\JC v/OO yKJsL 


Miiq tnn^piilii*; ^T1T1 nrntpin ^SlitVi mRNA hartial cds 


0.5 


1635 


AB048882 


Macaca fascicularis brain cDNA, clone:QnpA-16525 


0.21 . 


1636 




A/T mucr-iTliiQ mPTsIA fnr SO^TI S nrntpin ^ 

IVl. lilLloC-UlUo lliLrVJLx/T. i.\Jl Jv/Aiw' piv/lOiii 


0.24 


1637 


AF131767' 


Homo sapiens clone 24900 mRNA sequence ; 


0.25 


1638 


AL1 17657 


u nmn conipnc mPWA- rFiMA iTjKFZtSSR^iFI Q94. (frnrn rlnnp 

rlOmO SapiCllb llllvlNrV, JUlvlNrV l^lVTZjpJOOF 17ZT 1 ^llUlll ^lUIlC f • 

DKFZp586F1924) \ : :0 : ^r ; ; - ".- •'••^ 


' : ; ; V l;9..o. 


1639 




XTir'rYtiona taharnm ti rj v -7- ctptif* flanlrino rptnnn ri^rtiJil cHs 
tNIOwUcuia LdUctClull Wi^-Z. gciic, iitU iis-iu^, ic^iuii, y<n iuh luo 


0.072 


i640 


AJ272083 


aiapnyipcoccus aureub eiupup ^ciie iui CA.uaLciiuiai iiidiiiiA diiu . 
plasima binding ^ protein, strain S A 1 13 •• 


6.008 


1641 




tirtmA conipnc pirtfip ur»r nisi TA/f A^F-i^ftoirn mR m a 
riomo sapiens, cione lvivjv^.ijui iwij\\jci.ojjqz.\jz. ? iiiiviNrv, . 

complete cds 


1.9 r 


1642 


AJF 1 14vU> 


Saccharomyces sp. CID l ATP synthase subunit 8 (ATP8) gene, { 

mitn^nnH trial cr*3n#> *>tmnrlificr m i tr>f*linnH l~i ll nrotoi n pr\TT"IT^ll ptF* pHq 
iniLOCIiUIlUI ld.1 gCILC t/UL/UUlLig lllllU^lLUUtU Idl JJlUldll, ^UIllJllV/lV' ^Uo . 


0 18 


1643 


AfZ /U4I / 


Staphylococcus epidermidis strain SRI clone step.4052d03a genomic 
seQuence. 


0.063 


1644 


< VQ 1 1Af\ 


o.nyoricia Liib-iiKe gciic ■ . 


0.51 


1645 


ArUV /UZO . 


Homo sapiens autosomal highly conserved protein (AHCP) gene, : 

ViUllipiClC V^l^ ^ . 


- 0 008 


1646 


XM 028810 


Homo sapiens 67292 (K1AA1755), mRNA 


5.5 


1647 




u nmn canipns mRKTA* cDNA DKF7h^64P046 (from clone 
DKF7n564P046i '■' < - ' 




1648 


AE001398 


Plasmodium falciparum chromosome 2, section 35 of 73 of the . \ •• • >; 
complete sequence - ..' :i - - : 'v •••>:'' 


6.13 


1649 


M55171 


Mouse opsin (MOPS) gene, complete cds . ^ ~ 


0.52 


1650 : 


AB008103 


Arabidppsis thaliana AtERF- 1 mRNA for ethylene, responsive element 
binding factor 1, complete cds ''; ^ " > 


.V 0.66 


1651 


AL589705/ 


Human DNA sequence from clone RP1T-64M7 on chromosome 6, 
complete sequence [Homo sapiens] " ; ' V ^ 


; 0.5; : 


1652. 


;rX79559- ' < 


T.trypanoides (Rl) 18S rRNA gene 


0.069 . 


1653 


XM_048416 


Homo sapiens PRO0478 protein (PRO0478), mRNA ' • 


V 0.0001 





-/;.- 'v-> :: '>:;■ Table 3A Nearest Neighbor (BlastN vs. Genbank) v ^ - \ 


SEQ ID 

1NW - 


ACCESSN 


'.. . " ' 1 ■■ ■ . .'- DESCRIP ; , J • 


P VALUE 




AF082761 


Dasyurus maculatiis isolate QM.E1 mitochondrial D-loop, partial 
sequence •> . . \: " • • .-ry r'y • 


6.063 


lUJJ 


AF282568 


Homo sapiens clone 20ptel_cl5bt7 sequence 


4E-39 


lOJO 


-' AB027617 


Pyrus pyrifolia gene for UDP-glucose pyrophosphorylase, complete 

cds . •• ••• - - ' 


• 049 


,1657 


AK023864 


Homo sapiens cDNA FLJ1 3802 fis, clone THYRO 1000 186 


0.2 


IOjO 


NMJ)099()5 


Mus musculus CDC-like kinase (Clk), mRNA 


" — 1,7>, • • 




< AL023846 


Caenprhabditis elegans cosmid Y52B11C, complete sequence 


2.3 '■■ 


I oou 


AF334780 ' 


Homo sapiens pregnancy-induced growth inhibitor OKL38 gene, 
partial cds :'. - ' -V ' ■ ■ ■'y/C': . : • -- : ■ y-Sy. :',yy - \ ;. : ' : \ 




1661 


XM/042066 


Homo sapiens mitbgen-activated protein kinase kinase kinase 1 
(MAP3K1), mRNA •'"'*■.:.>•, : • ' V.'- ' ■> V : : ; 


1.9 yy 


1DOZ 


XMJ)34872 


Homo sapiens KJAA0202 protein (KIAA0202), mRNA 


0.23 


IOOj 


AC002252 


Homo sapiens (subclone l_g7 from B AC H76) DNA sequence, 
complete sequence • • • ■ - 


3E-14 


1664 


AK023113. 


Homo sapiens cDNA FLJ13051 fis, clone NT2RP3001447 


2E-20 


' PQrf. 


:vBC0p3552 


Homo sapiens, calnexin, clone MGC: i 196 IMAGE:3546389, mRNA, 
complete cds ; • r-'-'-.-y 


: 0.076 


lOOO 


AJF097142 


Tapinaspis sp. 12S small subunit ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


; ^1: 5 . 


1667 


AL117103 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation 


■ yy • 

6 r ; 


IOOo 


NM_013825 


Mus musculus lymphocyte antigen 75 (Ly75) 7 mRNA 


. 0.74 : 


1 AAO ■ 

looy 


NMj)07043 


Homo sapiens HIV-1 rev binding protein 2 (HRB2), mRNA 


7E-22 


1670 


Z27359 


G hirsutum (AD52 ) copia-like reverse transcriptase fragments 


0.24 


1671 


. AK021535 


Homo sapiens cDNA FLJ1 1473 fis, clone HEMBA1001712 


0,25 . 


lo /Z 


VY00145 


Dictyostelium discoideum UDP glucose pyrophosphorylase gene 
(UDPGP; EC 2.7.7:9) 


0.22 


lo/ j 


M63291 


Drosophila silvestris alcohol dehydrogenase gene, complete cds 


■ < 0.028 


Io/4 


AF 10040 I 


Influenza B virus B/Guangdong/5/94 segment 8 nonstructural protein 
(NS1) and nonstructural protein (NS2) genes, complete cds \ 


0.2 


1675 


U80449 


Caenorhabditis elegans cosmid R10A10 


1,6 


lo/o 


f X15634 


C r elegans core histone genes H4(his-10) and H3(his-9) 


0.022 


1677 


XM_050366 


Homo sapiens zinc finger protein, X-linked (ZFX), mRNA 


0:23 


1678 


AhuU/U46 


Mycobacterium tuberculosis CDC 1551, section 132 of 280 of the 
complete genome ' • v - 




1679 


XM 008i07 


Homo sapiens glucose-6-phosphatasc, catalytic (glycogen storage ; 
disease type I, von Gierke disease) (G6PC), mRNA y.-'.. , V . 


: , 4E-18 


1680 


AB049118 


Hemicentrotus pulcherrimus mRNA for transcription factor HpLiml,, 
complete cds ; ' ! " ■ 


: 0.21 * 


1681 


XMJX)2421 


Homo sapiens hyjpothetical protein FLJ20254 (FLJ20254), inRNA 


- 4.1 


1682 


':- X96783 i: 


H.sapiens Syt V gene (genomic and cDNA sequence) ;V' 


0.000004 
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}> , Table 3A Nearest Neighbor (BlastN vs. Genbank) • ' " • "; 


SEQED 
NO 


ACCESSN 


v^:'-" C/'V vr". -H" ,•' -' DESCRIP : y 


P VALUE 


1683 


; - : u79732 


Plasmodium berghei extrachromosomal plastid PB-2, tRNA-Pro, 

+TJWA nin tOMAJ vc tDWA Acta *i?MA Qpf fUMA Tirr tDMA \/W 
LKlN/Y-lJlU, l^N/\-LyS, LKlN/\-/\Sp, IKlN/v-oer,, U\iN/\-lyr, UKJN A-JViet, 

(RWA.T fii tT?WA«f"\/c cinrl tt?M A «PTic 'fTP>nf i c r*r\mr»1ptp cf»nii<=»nPf» rr\czl 
UVLN /\ LitU, LI\J.Nr\~\^,y &, allU IXvlN /-Y~lHb t£V/llCa, UUllipiClC aCUUCllUC, lplvT 

opnp pomnlptp pHq tRMA-Thr pptip pnmnlpfp qphuptipp Anrl larop • 

^CUC, ^,V_M L IJJ ItAt U.3 , U1V1 ^ A 1111 £tUG, ^VM1IJJ1L,IC Ot.V.|UtllV>t,, CHILI ICll^Vs 

subu> y \ ;• '•• " V'-"-. ' ; - ' > v-'.-K^w ■" : J. • .'" 


0.001- 


1684 


NC 002619 

1 ^ \_< \J\J £*\J _L J 


Pteronus scamilatns mitochondrion comnlete penome • - 


63 


1685 


L16679 


Caenorhabditis elegans cosmid K07D8, complete sequence 


1 * 


1686 


.Y08924 


P. falciparum mRNA for AARP2 protein 1 


0.003 


1687 


U32760 


Haemophilus influenzae Rd section 75 of 163 of the complete genome 


2.2 


,1688 


AF298624 


Dictyostelium discoideum chromosome 2 repeat region 


0.009 


1689 . 


XM 031 155 


Homo sapiens RAS protein activator like 2 (RASAL2), mRNA 


0.33 


1690 


AE006899 


Sulfolobus solfataricus section 258 of 272 of the complete genome 


: ^.; : 5 ; ; 


1691 


U67556 


Methanococcus jannaschii section 98 of 150 of the complete genome 


• /0.42 


1692 


AK0 12631 


N/fiic miicriilii<; 10 11 dav<* pmhrvn rDNA RTCCFN fVill-lenpth 
pnrirhpd lihrarv clone'281000 IG20 full insert seaiience 4 . 


0.064 


1693 


BC007399. . 


Hnmn sanipns clone MGC* 16308 IMAGF 38361 16 mRNA 
complete cds 


0.022 


1694 


AL389897; 


Human DN A sequence from clone RP1 1-1 10C 10 on chromosome 20 
Contains GSSs, complete sequence [Homo sapiens] : 


. 1E-26 


1695 




H. sapiens CpG island DNA genomic Msel fragment, clone 68h2, 

fr»rw5irH tppiH pnpf^Xh9 ftla '"" ' .. '••*•' . 


•4E-70: 


1696. 


BC010535 ; 


Homo sapiens, clone IMAGE: 34564 94, mRNA : 


0.002 


1697. 




r^apnnrhjihHitic pIpaariQ rr>cmid T73G7 rnrnnlptp spfiiipncp. "'" 


0 18 


1698 




Mus musculus transcriptional activator alpha-NAC (Naca) gene,. 


6.058 


1699 


AF 13 5430 


Ustilago nuda 18S ribosomal RNA gene, partial sequence; internal 
iranscnoeQ spacer i, j.oj iiuusunidi ivi>r\. gciic <uiu niiciiiai • 
transcribed spacer 2, complete sequence; and 28S ribosomal RNA , 
p-pnp nartial spniience •< '■ . • ''• 


. 1.4 


1701 v 


007461 


Homo sapiens similar to enhancer of rudimentary (Drosophila) ; 
homnloe fH saniens^ fLOC65719^ .mRNA 


: OAS 


1702' 


NM_025083 : 


Homo sapiens hypothetical protein FLJ21 128 (FLJ21 128), mRNA 


. e-124 


1703v 


XM_050592 


Homo sapiens uncharacterized hematopoietic stem/progenitor cells 
protein MDS032 (MDS032), mRNA ^-"v? • . : : ; v v 


0.068 


1704 


. AF277167 


Homo sapiens Makorin RING zinc-finger protein 2 (MKRN2) gene, 
exon 4 • .' v ' : VrV" /■■ 


: ; 2' 


1705 


I ^001433 


Plasmodium falciparum chromosome 2, section 70 of 73 of the 
complete sequence -'- ' ' f /}. ' ■ - V>" : 


" r 0.67 : . > 


1706; 


AF075.003 


Homo sapiens full length insert cDNA YH97B03 


0.001 


•1707 


NM 011378 


Mus musculus transcriptional regulator, SIN3A (yeast) (Sin3a), 


0.62 
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; Table 3 A Nearest Neighbor (BlastN vs. Genbank) - '•• 


SEQ ID 

• NO 






r VALUti 


1708 


AE00132I 


Chlamydia trachomatis section 48 of 87 of the complete genome 


0.026 


170Q 


XM_046388 


Homo sapiens similar to elongation of very long chain fatty acids 
(FENl^ 1 (H. sapiens) (LOC92652); 
rnRNA / ; " )-;'' : . - ,: \ ./ • : •' :, v 


6.1 ' 


1710 


S55685 : 


MOR6.5=ouabam resistance gene {repeat sequence} [mice, Genomic, 

6395 nt] r • ' ; ■• :\- .v.; , / 


5^7 


17 11 

L t L L 


AB055378 


Macaca iasciculans brain cDNA, clone.QilA- 13294 :, 


v.lZ 


1712 


XM_043597 


Homo sapiens centaurin-alpha 2 protein (HSA272 1 95), mRNA 


JE-20 


.1713 


AE007426 


Streptococcus pneumoniae section 109 of 194 of the complete genome 




1714 


AK016519 


\ Jt ■ ■ 1 J 1 ^ ' 1 . i • _ ' T-VTk. T A lS TT7PVT £.11 1 "" ' ' 1_ _ J 

Mus musculus adult male testis cDNA, RIKEN full-length enncned 
library, clone:49324 11 G06, full insert sequence ; • J, " 


e-129 - 


171 < 


AL122033 


S.pombe chromosome II cosmid c 1921 


U.jJ 




AK012960 


Mus musculus 10, 11 days embryo cDNA, RIKEN ^4ength J^]:^.^ 
ennchea library, clone:28 10401 u03, full insert sequence . 


. UAJ/j 


1 717 


' AL590123 


Human DNA sequence from clone RP1 1-473 J14 on chromosome X, 
complete sequence [Homo sapiens] ' 


n 1 o 


•1718 


D 17343 


Rattus norvegicus cytochrome P450 2B 1 5 gene, exon 1 


0 66 ; 


1719 


XM 028703 


Homo sapiens KIAA0889 protein (K1AA0889), mRNA 


U.UUUU4 


1 770 


; AB060865 


Macaca fascicularis brain cDNA'clone:QtrA-l 1953, full insert 
sequence " . r -> V •• - 4 " : : '•' • ' v':'-^ 




•1771 

1 / Z. 1 


AL133397: 


Human DNA sequence from clone RP1-2 13 Jlp on chromosome . - 
22ql 1.21-12.2, complete sequence [Homo sapiens] 


0.083 


■1722 


, X58913 


Mitochondrion Drosophila eugracihs ND2 and CQI genes (partial) 
and genes for tRNA-Trp, tRNA-Tyr, and tRNA-Lys 


U.U/4 


179T 


. AC002359 


Homo sapiens Xp22 Cosmid U239B3 (from Lawrence Liyerrhore X 
library) complete sequence 7 " : 1 ; 


VVAAno 
U.UUUo 


179d 


v AE006322 - 


Lactococcus lactis subsp, lactis IL1403 section 84 of 218 of the 
complete genome 


1.8 




Z71290 


S cerevisiae chromosome XIV reading frame ORF YNL014w 


A 

u.o / 




XMJ)05723 


Homo sapiens hypothetical protein PR02859 (PR02859), mRNA 


0.014 , 


1797 


AF123488 


South River virus polyprotein mRNA, complete cds 


V.J/ : 




D78176- 


Mouse DNA for primary transcript of atrial natriuretic clearance 
receptor *•-.' ;;'V ■"■ ' : ' : . ' ' : ' ■■ ■ : -. ■ y-: ' 


n a< i 


1710 


XMJ)06871 


Homo sapiens ethanolamine kinase (EKIl), mRNA 




1711 
i / j i 


AT 07R640 


Human DNA sequence from clone 536P6 on chromosome 22. , 
Pr\nt^in<: an FST rnmnlefp <?eniience rHomo sanierisl • 


007 


1732' 


: AC092030 


Homo sapiens clone RP1 1-636112; complete sequence . : 


0.029 


: 1733: 


AK003349: < 


Mus musculus 18 days embryo cDNA, RIKEN full-length enriched 
library, clone: 11 10003 F05, full insert sequence : : ^ ; - 


0.16 


1734 


AF131767/ 


Homo sapiens clone 24900 mRNA sequence : - 


.. 0.2 ; 


• . 1735 


Z74246 


Sxerevisiae chromosome IV reading frame ORF YDL198c 


0.023 


1736, 


NMJ)21401 


Mus musculus secreted and transmembrane 1 (Sectml), mRNA 


■ 0:069 ; 


1737 


; : AF213931 


Buchnera aphidicola DNA polymerase III beta subunit (dnaN) gene, 
complete cds '['.' ' ^ ■ ■ • x r^'-"- — . : 


0;68: 
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V - ,---V'' Table 3 A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCFSSN 


v : - - : - : • ; : . DESCRIP ■t\- y l? ""' : ;:-v V''-'':-/- 1 ' •:• : • 


P VAT TIF 


1738 


AF288892 . 


T-Irirnrv CiiniPfiQ r*lr\np 90r 7/Rf~ , r -I ctptip fiicinn r<=»r % ir»rr\r'r»1 

breakpoint sequence '„ v > - ; ; . 


• 2 ■ 


1739 


X99719 


S pnterira hsdM h^dS 81 hsdR ^e.np^" 




1740 




Homo saniens KIAA1468 orotein < r KTAA1468Y mRNA 


5 Q 


.: 1741 i 


AY010113 


Homo sapiens urikriown mRNA sequence i 


0.64 


1742 


. fvrvuuv 10/ 


Ayfuc miicfMiluc iiHiilt molp tnnoitp ^DMA T?TT^PXI fiill-.lf»ntrtH f*T\-rinhc*ri 
IViUJs -lIlUowUlllo dUAlll llldlC ; IVJUgUC.y/L/lNrV, IVlJVJLIN lUU~lCUglIl diriCIlCU 

lihnirv Hnnp*9-3 10O06T94 fiill in^prt spnucncp 

llUldl Y, V»»1VJI 1V^ . Xm J IV/V\/VJ1//T ; lull itlJvl l J^fUUVllvv . ■ 


4E-23 


1743 ; 


AF1 30074 


Homo sapiens clone FLB9348 PR02523 mRNA, complete cds 


o:i4 


1744 


A T9401 AS 


Pl^cmrsHium flalpirainim P/*~Hpt5i pptip ■ pvr»n<; 1 -1 -\ '.■ 


0.002 


1745: 




Mus musculus 0 day neonate skin cDNA, RJKEN full-length enriched 

lihr^irv plnnp* Aft'XOd. 1 1 R 1 9 fiill iriQprt CPniiPnpp - 


0.54 • 


1746 


Ml 5058 


Vaccinia virus (strain WR) Hindi II D fragment DNA, complete 


•; ; 0.15 


1747 


: Z16416 


zvi. pulmonis uis/\ lor liiberuuii bcquciict, ion jo liiluuiii^ puiduve 
transposase . : \ , ^ -V"-' ; : - : C • ' .. 


; 0.026 ^ 


1748 




Hf\mrv c^nipriQ P-zrl /nrotpin ri^TT? ^ mRNFA • ' 


12 


1750 


in IKS 3 


Anabaena sp. phycobilisome core component (apcF) gene, complete ;'; 

pHc qtiH oliiltiminp cvnthptii^p (o\y\A \ opnp niirfiiil Pf?Q 
^U.d, alLU ^lUlcUiLinc 3Yiiuit<iac»t ^^iiLr\j yen um ^cio 


'0.076 


1751 


AF169454 


Neisseria meningitidis strain Z2491 clone Cm045 unknown sequence 


: 0.19 


1752 ; 


rVJT iv/Z / JU 


/\Ud.lllClLb CaltalbldC 1UO lalgC 5UUU.llll IlUUoUlil.al IvI^/t. ^V/ll&, UalUal 

cpn»ipnr*p* mitne^hrtn/^rta) opnp for mitnr'fionHniil nrriHiirt . 1 . ■' ' 

ijCUUCUVC, .llUlUVllUlLlUldl gC/IK 1UI llUlUV>>llUifUl 1CU jJlUWUlrft . 


0.066 


1753 




Plasmodium falciparum sexual stage antigen (s 1 6) gene, promoter and 

pdi Hell CUa •-. . • • ■ ; •.• -■ - ■ 


> 0. 18 


; 1754 ; 


: AB047239 ' 


OlaptlylOCt/LCrUo aUICUo jL/iN/\, CUUiplCIC dUUtiuiC Ui CdaoCiic . 

chromosome(SCC)-like element, strain: ATCC25923 . ; x ■ 


"•: 1,5 


1755 






0.023 


.1756 


- .aiooi^ 


r^lil^rnvHomnnric rpinViardtii AR07 ppnp for artyinino*\iicciriate Iva'se 

V^lUdlllYUUiiiUiicio iciiuiaiuui ^vj.\.vj / • ^t«iiw. iui cugiiuiivouvviiiat.^ kjao\> 


' • i.5 •"' 


1757 


XMJ)05488 


Homo sapiens KIAA03 54 gene product (K1AA0354), mRNA 


.0.063 


1758 


AF110966 : 


HIV-1 isolate C-96BW04. 10 country Botswana, complete genome 


1.1 . 


1759 




A/fnc mncr'iiTiic pnrlnhrpvin f\/simtift^ cptip PYntl 1 ■ 

IVlUo lltUovUlUo C1LUUU1CVU1 ^ V dlllUOJ gVilb,, ^AUll L 


. , 5.4 


1760 


XMJ)45302 


riomo sapiens proieasoiue ^pioooiiie, liiaLiopdiiij z-vo auuuiui, uuu 
ATPase, 5 (PSMD5), mRNA V- * : ' : v 


6.0008 


: 1761 


AE006350 


L»aCl0C0CCUS lacilS SUOSp. laCUS LL.l'4uJ ScC UUU l ii ui z,io ui urc; 

complete genome ; - - 


0.69 


1762 : V 


AJ247001 


Arioiiill^ aTicyiiiUa" mitnrbnndriiil F)lSJA for n^rtiAl tRNA-Thr and »■ 

tRNA-Pro genes and D-loop, isolate RM 11 


: 0.052; 


1763 


AB024996 


Cicer arietinum mRNA for rac-type small GTP-binding protein, 
complete cds. • - ; ; 


1.6 


1764 


M13945 


Mus musculus pim-1 protein kinase gene, complete cds 


5.7 


1765 


AF106842 


Platanus racemosa PiaraLFY protein (PlaraLFY) gene, complete cds 


.0.22 


: 1766 


AF269822 ;f 


Staphyiocoqcus epidermidis strain SRI clone step. 1024f03 genomic 
sequence ^^v/";-'-;.-:.-^'-:':':''. ■ ,• , ■ ; 


''■h IS 


1767. 


AF256830 


Salmo salar clone BHMS549 microsatellite sequence 


v 1.8 
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' 1 Tabic 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQH) 

-NO 






r> \/ AT T IT7 


1768 


AbUO /jvj 


Streptococcus pneumoniae section 78 of 194 of the complete genome 


bo 


1769 




Streptococcus agalactiae type-specific capsular polysaccharide 
biosynthesis gene region (cpsIaA to ung gene), complete cds ' 


U.UZji 


1770 


at ioocji' 


Human DNA sequence from clone RP 1 1-469L 10 on chromosome 6, 
complete sequence [Homo sapiens] : . : ' ; • .«* • 


U.I 3 


1771 


AL354683 


Human DNA sequence from clone RP1 1-259K1 1 on chromosome 20, 
complete sequence [Homo sapiens] -.. "? : "". V: ; -v- 


0.2i' ; ; 


1772 


XM_047524 


Homo sapiens procollagen (type III) N-endopeptidase (PCOLN3), 
mRNA ; : ; : -Y •:• ;•' r-\ <; ; ■ ' . ■ .[ 


T 4;6 • 


1773 


AC084500 


Caenorhabditis briggsae cosmid G13G15, complete sequence 


0.076 


1774 


M 13945 , 


Mus musculus pim-1 protein kinase gene, complete cds 


p. i , 


i 77 S 
l / /j 


•' T ^*T <i "7 /1 *■' 

L27474 


Human arginase (ARG1) gene dinucleotide repeat polymorphism, 
intron 5 . •' : • •'• ! v->-/ : *'.'• • . : 'A'' : ' : ". '. 


0 91" 


:,1776 


Z79696 


Caenorhabditis elegans cosmid F54F3, complete sequence ^ 


• 1 Q 

■i.y 


1 777 

kit / 


AYO 18282 


Oryza sativa microsatellite MRG0607 containing ( At)X14 ? closest to 
marker C132, genomic sequence • v : •• ■}'-? : r > v r. 


a 071 


1778 


AF1 14938 : 


Saccharomyces sp. EFO 1815 small subunit ribosoinal RNA gene,* . ; 
mitochondrial gene for mitochondrial RNA, complete sequence 


0^078 


1779 


AF 170085 


Homo sapiens Charcot-Leyden crystal protein gene, partial sequence 


6E-18 ; 


1 /ou 


Y08919 


P.flesus mRNA for p^3 protein r , : • - 


fi 'AO') 


1 *7Q 1 


L46868 


Trypanosoma brucci dominant expression site (DES) gene, promoter 
region' /' • • •; • • : •• - ' 




1 /o<£ 


AF 157008. ■ 


Pruhus dulcis self-incompatibility associated ribonuclease gene, 
complete cds ■■■ "■ ■■■ -P.. ' ' 




1 / OJ 


ABO 17459 


Carabus sylvestris mitochondrial ND5 gene, isolate: Baumgartner : 
Austria, partial cds .' l ' ^ v' v • 




1 / O^t 


AJ294714 


Pichia anomaia ieu2 gene for beta-isopropylmalate dehydrogenase 




1785 


AF125972 


Caenorhabditis elegans cosmid H25P19 


0 64 


1 75*6 
1 /OO 


ABO 154 13 


Helicobacter pylori cagA gene, complete cds, strain ATCC43526 




1787 


AK021477 


Homo sapiens cDNA FLJ1 1415 fis, clone HEMBA1000942 


7E-12, 


l./po 


. AC006812 


Caenorhabditis elegans cosmid Y64H9A, complete sequence 


0.63 V . 


1789 


XMJ)04181 . 


Homo sapiens megakaryocyte-enhanced gene transcript 1 protein 
(MEGT1), mRNA ^, : v : V ,. : '. 


7E-66 


1790 


AJ236640 


Homo sapiens chromosome 22 CpG island DNA, genomic Msel 
fragment, clone 22CG1B49A20 , complete read 


9E-19 


1791 


XM„041751 


Homo sapiens discoidin domain receptor family, member 1 (DDR1); v 
mRNA: : > " .-' : ■ • \ - ; : :v V" ' " ■ , ■-■ - 


3.5 


•1792 \ 


AL034546 


Human DNA sequence from clone RP5-898I4 on chromosome, - v 
22ql3.33 Contains a GSS and a putative CpG island, complete 
sequence [Homo sapiens] ; , ^ -A ' 


0.000005 


1793 


. AJ006873 : . 


Buchnera aphidicola plasmid pBUsl, repA2 gene, leuA gene and 

orfi ^\r\yi:^ ■ ■ \ K - :: : 


; 0:23 - 
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■ : V: : : ; Table 3A Nearest Neighbor (BlastN vs. Genbank) ^; r ' ^^"'\K•• V • : • : ' 


SEQID 
NO 


ACCESSN. 


; ■ : -: . •'• .' ; DEscRip .' " "~V> v 


P VALUE 


1794 


, X79779 


S.tuberosum KST1 mRNA " 


0.67 


1795 


AF371373- 


Cricetulus griseus hypothetical protein A 1-3 raRNA, complete cds; / 


. • 0.61 


; 1796 • 


AF165082 


Pollachius virens cytochrome b gene, partial cds; mitochondrial gene 
for mitochondrial product 1 '• -v ; - : ' • • ' V-' 


; - 0 53 : 


1797 


; AE007418 


Streptococcus pneumoniae section 101 of 194 of the complete genome 


0:027 


1798 


X.67082 


H.sapiens AMBP gene transcription regulatory region , ] 


0.006 


1799 


AL 117655 ' 


Homo sapiens mlW A; cDNA DKFZp586E2024 (from clone : ■ 
DKFZp586E2024) : ; •• :; : .'v : '•-"> - / -Y^ v ; : 'y)y- ■ 




1800 


AB048972 


Macaca fascicularis brain cDNA, clone:QnpA- 12040 


0.53 


_ 1801 


XM 1 030865 


Homo sapiens M-phase phosphoprotein 10 (U3 small nucleolar 
ribonucleoprotein) (MPHOSPH10), mRNA • v : v ; 


0.18 


1802 


AF 123488 


South River virus polyprotein mRNA, complete cds 


0.49 


1803 


: AB027590 


Pachliopta aristolochiae mitochondrial mRNA for NADH - ; 
dehydrogenase subunit 5, partial cds 


0.024 


1804 


; J00889 


Chicken cellular myc proto-oncogene, complete cds 


0.008 


1805 


XM__030b24 


Homo sapiens similar to protein kinase C binding protein 1 (H. 
sapiens) (LOC902 1 8), mRNA'; 1 0: • ^'K^'V" A.'- 


0.009 


1806 


AB023486 


Homo sapiens gene for histamine H2 receptor, promoter region and 
complete cds : v ; : - v .; ' -- : v'- : V •'. ' ''r'i,Y- 


: 0.064 


1807 , 


; . D21196 


Dictyostelium discoideum mitochondrial DNA" 


0.21 


1808 


AY035029 


Arabidopsis thai iana putative dihydroorotate dehydrogenase j 
(MEB5.3/AT3gl7810) mRJSf A, complete cds "... 


."■ . •■ _ ■'' • - - ■ '• ■ 
5.3 " 


1809 


AB047389 : 


Clostridium difficile purL gene for formylglyeinamidirie . : 
ribonucleotide synthetase (FGAM synthetase), complete cds ; 


0.019 . 


1810 


AK012033 


Mus musculus 10 days embryo cDNA, R1KEN full-length enriched \ - 
library, clone:26103 15E15, full insert' sequence l> ' 


■ :12 \ 


1811 


: AF044202 


Drosophila melanogaster glutamate receptor DGluRIfB mRNA, 
complete cds v-. 


0.008. 


1812 


AK026967 


Homo sapiens cDNA: FLJ23314 fis, clone HEP 11 989 


. 0.66 


1813 


AB050432 


Macaca fascicularis brain cDNA, clone: QnpA-2 1861 


0.4 


1814 


X16871 


Human DNA for elongation factor 1 -alpha (clone lambda-4) 


4.7 


1815 


AE000001 


Mycoplasma pneumoniae M 129 section 16 of 63 of the complete 
genome : v' . r ' : '•' 'A[' : . ■ v ' • ••Y.\ : /r • 


1:9 


1816; 


AK002671 


Mus musculus adult male kidney cDN A, RIKEN full-length enriched 
library, clone:0610025N14, full insert sequence \"~ 


0.052 


1817 


AF202903 ' 


Sporopachydermia cereana var. D77-321B internal transcribed spacer 
i; 5.8S ribosomal RNA gene and internal transcribed spacer 2, / 
complete sequence; and large subunit ribosomal RNA gene, partial 
sequence • : ^^/^^-.'.^V-''..-' " : ;'• 


. 0:5 •• 


1819 


L42167 


Mus musculus (clone R24) rds gene, partial cds 


0,16 


1820 


XMJ)27078 


Homo sapiens ATPase, Class V, type 10D (ATP10D), mRNA 


0.16 


4821 


' : L27619 " 


Macaca nemestrina T-cell receptor beta chain V region (Vb 15. V) . : 
gene, partial cds • v .' - ••• v^-;>.v; r »>^^v^': : • 


' 0.016 





: ' ■>■:■' • Table 3 A Nearest Neighbor. (BlastN vs. Genbank) 


sfo rn 

NO 


ALChbbN : 




P VALUE 


1822 


BCUU39uU 


Mus musculusi Similar to hypothetical protein 3 84D86, clone 
iVluC.o /oo lMALrb JoUiZvo, mKJN A, complete cds 


0.51 


1823 


XM_ 050561 


Homo sapiens KIAA0700 protein (KIAA0700), mRNA 


/ 0.51 ".. 


1824 


; S66407 


FLT4=receptor tyrosine kinase isoform FLT4 long {3' region, 
alternatively spliced} [human, mRNA Partial, 216 nt] 


' 8E-36 '" 




AY008805 


Equus caballus retinoblastoma (RB 1 ) gene, partial cds , 


0.058 \ 




; AJ276629 


Rattus norvegicus Sacm2 1/RT 1 - A intergenic region, haplotype RTln 
and partial RT1-A gene for MHC Glass I antigen 


• 3.7 - ' ; ' 


1827 


AF029975 


Eucalyptus grandis MADS box protein (EGMlj mRNA, complete cds 


1.2 •'•v/ 




AL109708 


Homo sapiens mRNA full length insert cDN A clone EUROIMAGE 
254679 •' ■ ■■ ■'■ / : ;:>:"-H:;; v : • 


* A A 1 A 


1 «7Q 


"AF2^70353 : 


Staphylococcus epidermidis strain SRI clone step.4025a02 genomic 
sequence / ; -; v •' ■ '■ ./: -. :- : 


.0.051 


IOJ1 • 


, U72236 


Dictyostelium discoideum ModA (mod A) gene, complete cds 


U.J 


- i Ojz 


L15234 ; , 


Mycoplasma pneumoniae Gys-tRNA, Pro-tRJ^A, Met-tRNA, He- ■ 
tRNA, Ser-tRNA, iMet-tRNA, Asp-tRNA ana Fhe-tJKJNlA genes 


.1.1 


1 O J J 


XM_0 12722 


Homo sapiens RN A (guamne-7-) metny ltransterase (KNM l ), mivJNA 


AC ■•/.'.> 
U.J 




AF108228 


Ginkgo biloba GinLFY protein (GinLFY) gene, complete cds 


; 4.2 •:' 


1836 


XM 049943 


Homo sapiens topoisomerase : (DNA) 11 alpha (170kD) (TOP2A), : : 
mRNA ::• • ' • \ ^ 


VA / 


1837 


: NC002674 


Aulopus japonicus mitochondrion, complete genome 


11 
J. 1 




: AE001399 


Plasmodium falciparum chromosome 2, section 36 of 73 of the , : . . 
complete sequence ^ > > . 


A AAO 

. U.UUo 


1839 


•U53695 


Leishmania enriettii multidrug resistance (lemdrl) gene,. 5' UTR 


0 5 




AI 4 257022 


Salmo salar clone BHMS7-009 microsatellite sequence 


U. / 


1841 


AF239571 


Acineta superba tRNArLeu (trnL) gene, partial sequence; and tmL-F 
intergenic spaicer region, complete sequence; chloroplast gene for ; 
chloroplast product ' • : 


J.4 . 




. AI032651 


Cacnorhabditis elegans cosmid Y6D1 A, complete sequence 


0.019 - 


1844 : 


XM_034229 


Homo sapiens similar to hypothetical protein FLJ14260 (H. sapiens) 
(LOC90803); mRNA V \ : 


0.068 


1845 


AL137121 


Human DN A sequence from clone RP1 1-122K21 on chromosome 13, 
complete sequence [Homo sapiens] 






AFM7S1S 
r\T I J / J J J . 


n^nin rprin rlnne Dare-DAXX DAXX nrotein mRNA Dartial cds 


1.7 


Midi 


AK023539 


Homo sapiens cDNA FLJ13477 fis; clone PLACE 1003638 


0.21 . 


1848 


AF2 18799 


Gallus gallus clone LDH-BTl lactate dehydrogenase B mRNA, 
complete cds • I - 


7 6.4 - 


1849 


; AF250345 


Xenopus laevis early growth response protein mRNA, complete cds 


I " 0:52 C 


1850 


BC0Q6858 


Mus museums, clone IMAGE:3594635, mRNA 


1.5 . 


; 1852 


XM_006782 


Homo sapiens cyclin Tl (CCNT1), mRNA 


0.092 


1853 


J03883 


Rabbit zeta-l globin processed pscudogene, complete cds 


1.5 • 
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; " V ' ! : :• Table 3A Nearest Neighbor (BlastN vs. Genbank) : > 


SEQID 
NO 






D \T A T T TT7 

r V/VLUii 


1854 


ArJ4V951 


Homo sapiens HP95 mRNA, complete cds -* • ; : 


: 1C (\C\ 

Jb-U9 


1855 


AF268062 


Candidates Carsonella ruddii natural-host Bactericera cockerelli RNA 
polymerase beta subunit (rpoB) and RNA polymerase beta-prime : ^ 
summit (rpoC) genes, partial cds : ■ 


0:17 : • 


"1856 


API 14508 


Uncultured gamma proteobactenum SUR-ATT-8 16S ribosomal RNA 
gene, complete sequence •;•;";/ : :>?•*>;-•>■ v. - • 


1-5- .'" 


1857 


: AE006785 


Sulfolobus solfataricus section 144 of 272 of the complete genome : 


0.091 ; 


1858 


. AF078684 


Psoroptes ovis glutathione S-transferase mRNA, complete cds 


0.0006 


1859 


BC004671 


Mus musculus, FK506 binding protein la (12 kDa), clone MGC:6253 
1MAGE:3498682, mRNA, complete cds 


^ 6.12 


•I860' 


NM_025083 


Homo sapiens hypothetical protein FLJ21128 (FLJ21128), mRNA 


e-121 


1861 


-BC004161 : - 


Homo sapiens, transmembrane 4 superfamily member (tetraspan NET- 
7), clone MGG:2447 IMAGE:2958221, mRNA/ complete cds 


• 0.051 


1862 


BC009855 


Homo sapiens, Similar to nucleohn, clone MGC: 16354 • 
IMAGE: 3 926227, mRNA, complete cds 


- e-171 




AK016507 


Mus musculus adult male testis cDNA, RIKEN full-length enncheq v 
library, clone:493 1439C 15, full insert sequence 


0.019 


l OvJ*t 


AF334756 


Homo, sapiens interleukin- 1 HY2 (LL 1 HY2) gene, complete cds 


1 < ■ 
1.5 


lOUJ 


Z68881 


Human DNA sequence from cosmid Ll 1 8G 10, Huntington's Disease 
Region, chromosome 4pl6.3 l : ^ 


U.UOj 


' 1 ouu 


AJ277737 * 


Homo sapiens partial POLR2J2 gene for RPBllbl protein, intron 4 
(1824 BP) .• •• 


U.UUUUUUl 


1867 


XM_051572 


Homo sapiens heat shock transcription factor 2 (HSF2), mRNA 


lE-11 




AF256918 


Salmo salar clone BHMS267 mierosatellite sequence 


All 




AE000557 


Helicobacter pylori 26695 section 35 of 134 of the complete genome 


AIT 

U.I/ 


1870 


>XM_050469 


Homo sapiens ferritin, light polypeptide (FTL), mRNA 


A AO 1 


1 £71 


XM_0428l8 


Homo sapiens homeo box D4 (HOXD4), mRNA 


0.24 


1872 


AB035093 


Petunia x hybrida mRNA for lateral shoot inducing factor, complete 

cds ' . ■" '; : •'. • ' : 


1 A 
l.V 


lo/J 


AE006184 


Pasteurella multocida PM70 section 151 of 204 of the complete . 
genome . ^' v " .■' ■ ' 


"'' ■ ■' ^ ^ 


AO / *r. 


ADUvOOOU «... 


QnlfnlnhiiQ cnlfafsri^nQ. cpr'tinn 9^0 rtf -979 nf thf» pomnlptf* ppnnme 


, 3.3 


lO / J 


NC_002669 


Bacteriophage bCL3 10, complete genome 1 


. 4.7 ' . 


1876 


AKO 12924 


Mus musculus 10, 1 1 days embryo cDNA, RIKEN full-length ; 
enriched library, cione:2810048H02, full insert sequence 


; 1.8 


1877 


XM 032188 


Homo sapiens cell division cycle 27 (CDC27), mRNA 


5:5 •'. • 


1878, 


M33662-, 


Hamster G-o protein alpha subunit 2 mRNA, complete cds 


' 5.8 


1879 


Y00478 


LJesculentum LEAC02 gene 


0.28 . 


1880 


XM1050519 


Homo sapiens annexin.A2 (ANXA2), mRNA v • . ^ 


8E-34 


1881 


Af 054822 


Drosophila melanogaster activin beta precursor, gene, partial cds 


0!43 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) - 


SEQID 
NO 


ACCESSN 




P VALUE 


1882 


- AB062967 


Macaca fascicularis brain cDNA clonc:QmoA-10357, full insert 
sequence ' • • > ::. ; ■ '■ ' • r H ;. 


1.7 • 


1883 


D87001 : 


Homo sapiens immunoglobulin lambda gene locus DNA, clone :47H9 
downstream contig > > : ^ ■ ' 7 ' : '; 


0:64- 


1884 


: AF378137 


Plasmodium falciparum clone g2-4-4#5 MB2 gene, partial cds . 


0.081 


1885 


XMJ 11791 


Homo sapiens laminin, gamma 3 (LAMC3), mRNA 


3E-58 


,1886 


XM^007214 


Homo sapiens hypothetical protein FLJ10956 (FLJ10956), mRNA , 


e-119 


1887 


AF227741 


Rattus noryegicus protein kinase WNK1 (WNK1) mRNA, complete ••. 


0.96 


1888 


AL359578 


Homo sapiens, mRNA; cDNA DKFZp547Nl 63 (from clone 
DKFZp547N163). ; VH : ' ^ -'\ V . : 


0.063 


1889 


AE002841- 


Drosophila melanogaster genomic scaffold 142000013385478, ; 
complete sequence V K'. '. : ■' • : ' ■ \ ' r ' ■ 


0.19 


1890 


•X01121 


Mycoplasma capricolum genes for ribosomal proteins S8 and L6 - * 


0:5 


1892 


AF082924 


Trissolcus basalis cytochrome oxidase 11 gene, partial cds; and tRNA- 
Asp and tRNA-Lys genes, complete sequence; mitochondrial genes for 
mitochondrial products /• ; v 


v= 0.02 


1893 


BC005693 


Mus musculus, Similar to RIKEN cDNA 1 1 10002 A15 gene, clone 
MGC: 11574 IMAGE : 3 5 97 5 94 , mRNA, complete cds " 


; ' .'I.4 v.^ 


;i894 


U29721 


Entamoeba histolytica p2 1 racB (Eh racB) gene, partial cds 


0.15 


•1895 


AK023959 


Homo sapiens cDNA FLJ13897 lis, clone THYRO 100 1706 


0.17 


1896 


XM_038475 


Homo sapiens DKFZP564J 102 protein (DKFZP564J102), mRNA 


'6E-33 


1897 


AL010164 


Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS L 
*** from contig 3-95, complete sequence 


1:1 


1898 


. AF176059 ' 


Helcon sp 16S ribosomal RNA gene, partial sequence; mitochondrial 
gene for mitochondrial product ••- • 


6.009 


1899 


V L34640 


Homo sapiens plateiet/endothelial cell adhesion molecule- 1 (PEC AM- 
1) gene, exons 7, 8 and 9 ~ r : : - : ; - 


6.007 


1901 


AC026061 


Homo sapiens BAG clone RP11-223K9 from Y, complete sequence 




1902 


AF188516 


Staphylococcus aureus Bmr-like protein SblA (sblA) gene, complete 

cds;.- . ""• ' >-<-'v : -'" 


: 0:08 


1903 


AL360177 


Human DNA sequence from clone RP1 1-86K9 on chromosome In- 
complete sequence [Homo sapiens] : ' ' ••• 


.0.077: 


1904 


.\L76261 " 


Meloidogyne javanica mitochondrial transfer RNA His, 16S ribosomal 
RNA (16S;rRNA) genes, ND3 gene, complete cds, and cytochrome b 
gene, '5' end of CDS ■ \ V \ ■ ■ . : ■ y ■ - 


0.17 


1905 


XM. 042904. 


Homo sapiens mitochondrial ribosomal protein S25 (MRPS25); 

mRNA 1 • .' •' : V-:0'-;' : • • • ■ '''v. ; 


2 : ; ' 


' 1906: 


XMJ)51831 


Homo sapiens similar to CYTOCHROME P450 51 (CYPL1) ; < 
(P450L1) (STEROL 14-ALPHA DEMETHYLASE) (LANOSTEROL 
If ALPHA DEMETHYL ASE) (LDM) (P450-14DM) (H; sapiens) ^ 
(LQC93525X mRNA - T <; " : r : -^"/'i .'"X- - ^^'^''^ 


0.66 " 





V : ' Table 3A Nearest Neighbor (BlastN vs: Genbank) I v r 


SEQID 
NO 


APPF^N 




P VAT T fP 


1907 




Hnmn ^nipn<; cvtfKkplpfnn AKSCiciatrd nmtpin 9 ^P1<TAP9^ mpMA 


,","•.9' ' • 


1908 


U44391 


Human Down Syndrome region of chromosome 21, clone A12H1-1B2 


0.008 


1909 


T 04961 

LA/'T J\J 1 .i 


A/fm?<:p nnplpar-lopaliypH iriartivp Y-snppifip JransprintYYict^ mRNA ? " 


1 8 


1910 


•Yfvi?09 


Methariococcus voltae fruA; fmB, fruG genes for subunits of F420- ; 
tpHiipitIp hvriroppna<;p and fniD orf • ■■■ ■ 


0 078 


1911 


AP000242 


TTr»mr* cantpnc oe*T\r\m\(* T^^IA pViT"r»mncr\iTip 91n79' 1 • r»lr\np»*fzl'^T^ 1 1 

SOD-AML region, complete sequence v 


0.0001 


1912 


AT 09^777 


^ nnmhp rhrnmnsnmp TTT pn^mid p1897 


0.66 


1913 


XM .038450' 


Homo sapiens hypothetical protein FLJ20694 (FLJ20694), rnRNA 


0 


1914 


AF19QS10 

rvr izyj i.y 


A/4iio mucpiiliic O A nmtpin /^T^oph^ mI?WA rnmnlptp pHc 

1VI115 IllllotUJUo Lyr\K^L\ piv/LCJUl ^l^/dCliy HLlVlN/t., ^Ulli£/lClvJ tUJ 


2.1 


1915 , 




Plasmodium falciparum chromosome 2, section 42 of 73 of the 


•0 18 


1916 


XMJ)39566 


Homo sapiens KIAA0948 protein (K1AA0948), rnRNA 


6.8 


1917 


A Dfifi 1 AW 


i ionio. Sapiens genomic jl/ix/\, ciiruinosoiiic ziqzz.z, cioiic. i i^-yz,., 

T R'TT" T-*t) (~r rpcr\r\T\ rnmnlpfp CPniiPTiPP • '''' 
LjLj 1 1 -EtvvJ rCglOll, CUIlipiClC □tCLJUUllCC 


0 074 


1918 




v^dineiub udcii laiiub iuiciubd.icuiLc v^nibi scmiciiuc 


0 008 


1919 


1NIV1 UUjolO 


Homo sapiens a disintegrin and metalloproteinase domain 9 (meltrin 


- IF- IT 


1920 


/VElyU 14- 1*+ 


Plasmodium falciparum chromosome 2, section 5 1 of 73 of the 

pr\Trin1ptp cpmipnpp J ■ ' '• • • • . " -•■ • 
COIIipiCLC bCLlUCll^C ... • 


0.001 


1921 


U95074 


L^aenornauQiiics cicgd.iib pruicm uibuipniuc iDuiiicidbc lbuiuniL l.^pui-i^ 
and cyclophilin isoform 9 (cyp-9) genes, complete cds 


0^029 


1 922 


ARH 1Q^7d 


T-Tnmr* conipfic optip fr\r out hpnein T 7 rritn nJ^tr"* rrlc - • *' • ' ' 


0.07 


1923 


AJ 133777 : 


Arabidopsis thaliana rnRNA for gamma-adaptin 2 


6.6 


1924 


XM 001304 


riomo sapieiib cycuii-uepeiuiciu Kiiiabc liuiiuiiui zv xP 1 -"? niiiiuiia ■ 
CDK4) (CDKN2C),: rnRNA ■ ' " ; v ; 


0:2"5 : 


1925 


, AB037166\ 


v^iosuiuium puiuiiuuui geiieb.iur wi^-zz, 
NTNHA, neurotoxin, complete cds 


: ; -0.2 


1926 




A thaliana PARP rnRNA for PARP nrntpin 


0.081 


1927 


vu rid i oo^ 


Homo sapiens chpreoacanthocytosis gene; KIAA0986 protein 


0.25 


1928 


XMJ)50592 


Homo sapiens uncharacterized hematopoietic stem/progenitor cells 
protein MDS032 (MDS032), rnRNA ; * / 


. 0.083 " 


1929 


U34610 


Mus musculus alpha- 1 (XVIII) collagen (COL 18A1) gene, exon 6 and 

iy- -\ : ■'.■' [: : / : • - : : ' . " 


; : 0.008 


1930 


BC007658 


Homo sapiens, clone MGC:747 IMAGE : 3 343 994, rnRNA, complete . 

cds :V ; •' ■■\- : -\ \ }V*y\.\ : : % - ■ ' ' 


. 6E-50 


1931 


AL45 H35 - 


Human DN A sequence from clone RP1 1-45G20 on chromosome 6, 
complete sequence [Homo sapiens] v - 


;•• 2 : . : , 


:i932 


' AB004883- : 


Marchantia paleacea rnRNA for, ribulose 1 ,5-bisphosphate ; ! , 
carboxylase/oxygenase small subunit, complete cds M ' ■ . 


•0.26- 



285 





: .y,'' A; Table 3 A Nearest Neighbor (BlasLN vs. Genbank) - . : :: • '< }- v 


SEQID 

NO i 




>; • nr^pprp .' •:"*••!* /VV •* = ?'."' 


D \7A T TTT7 


1933 


; AJrUlVV / J 


Rattus norvcgicus neuron-specific enolase (NSE) mRNA, complete 


U./Z 


1934 


AF231684 


Drosophila melanogaster outstretched (os) gene, complete cds. 


0.75 : 


1935 




riomo sapiens cione tvr i 1-1 jjl<iz, complete sequence _ 


U. / J . 


1936 


AE006611 


Streptococcus pyogenes Ml GAS strain SF370, section 140 of 167 of 
the complete genome .• ' • - " 


•• : : L5 r 


1937 


AE007418 


Streptococcus pneumoniae section 101 of 194 of the complete genome 


0.029 


1938 


; L26949 


Simian immunodeficiency virus (T5) surface envelope glycoprotein 
proviral gene, 5' end vv-.. 


0.027 


1939 


AF343914 


campy lODacier jejuni inc.ic iiozo luo oiosyninesis ciusier, panidi 
sequence \ ■ ■ -v\ : 'v" : . : " ' 


0.58 


1940 


: Z69925 ; 


Human DNA sequence from clone LL22NC03-1 16A5 on chromosome 
22 Contains GSSs, complete sequence [Homo sapiens] 




1941 


- : U96876 v 


Homo sapiens insulin induced protein l (INSIGl) gene, complete cds 


; • 0.78 , 


1942 


AM UJUUZ4 


Homo sapiens similar to protein kinase C binding protein 1 (H. 
sapiens^ ^vji— vuzic>;, mKiN/\ < 




, 1943 




Kattus norvegicus selective mvi Dincung iacior nuviNA, compieie cos 


0 7 


1944 


: AF033037 \ 


Plasmodium falciparum merozoite surface protein 4- merozoite ' ; ■ • . 
surface protein 5, merozoite surface protein 2, and adenylosuccinate : 
lyase genes, complete cds 


0.69 


I 1945 


AB053087 


Human immunodeficiency virus type 1 pol gene, reverse transcriptase 
amino terminal part, partial cds, 99JP-NH3-II plasma virus . \' : v.- 
clone:NH3RT-V3-2-9 ' V " : " V . 7-'- 


; 0.028 


1946 


XMJ333335 


Homo sapiens hypthetical protein PR023 89 (PR02389), mRNA 


; 0.0001 


1947 


XM^O 10334 


Homo sapiens transducin (beta)-like 1 (TBL1), mRNA 


. .2.2 


1948 




Mus muscuius to aays emoryo cljina, ixjiisjiiN miiriengui enncneu 
liDrary, cione.iiiuuzorii, run lnsen sequeiiLc 




1949 


W085600 ^ 


urosopniia meianogasier inorgdiiic pyropiiospiuuabc i>iurvr-jo ^inuii- 
38) gene, complete cds 


" b:78 


1950 


/ U79731 


Plasmodium berghei extrachromosomal plastid PB-1, ORF470 gene, 
partial cas, u<JNA-inr, large suDumt noosomai kin a, uviNA-iviei, 
tRNA-Arg, tRNA Val, tRNA-Arg, tRNA-Leu, tRNA-Asn, tRN A-Ala, 
and small subunit ribosomal RNA genes, complete sequences 


0.72 


: 1951 


AK022877 


Homo sapiens cDNA FLJ12815 fis, clone NT2RP2002546 


0:003 


1952 


M62755 - 


Potato 4-coumarate-CoA ligase (St4Cl-l) gene, complete cds 


0.085 


1953 


AK017902 


Mus muscuius adult male thymus cDN A, RIKEN full-length enriched 
library, clone:5830406J20, full insert sequence . - 


: ' : 2:3 . . 


f 1954 


AF164418; 


Sorghum bicolor maturase (matKj gene, complete cds; chloroplast 
gene for chloroplast product : " ' 


0.078 


1955 


. X54567 :.< 


Human MFD22 dinucleotide repeat DNA 


3E-13 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) ; ' ■"■'>[ 


SEQ ID 
NO 


ACCESSN 




P VALUE 


1956 


AB056832 


Macaca fascicular^ brain cDNA clone:QflA-14079, full insert 
sequence .". • .. ; V- ; --"••'/.- '• ./.'*.'-?' - ': : ••'/./'• : •; V ' 


0.00009 


1 957 


XM 034132 


Homo sapiens ubiquitously transcribed tetratricopeptide repeat gene, 
Y chromosome (u TY), mRNA 


. 7 ' 


l/JO . 


L09706 ,• 


Homo sapiens complement component 2 (G2) gene allele b, exons 1 
through 8 : >v ' ^ •. •- ' " ' 


0.24 




XM_01723 i 


Homo sapiens hypothetical protein FLJ23342 (FLJ23342), mRNA 


8E-76 ; 




X83989 


P.palustris chloroplast rbcL gene, promoter region 


0.003 • 


1 Qftj 


. AK025090 


Homo sapiens cDNA: FLJ21437 Fis ? clone COL04285 


0 


1967 


AKO 13805 


Mus musculus adult male hippocampus cDNA, RIKEN full-length 
enriched library, clone:2900079F10, full insert sequence , 


0.14 


1963 


AE006210 


Pasteureila multocida PM70 secuon 177 of 204 of the complete 
genome. . ' •• :; ' "'■ '.]'.• > ; " ' " • - .: : " 


U.042 


1964 


AF075080 


Homo sapiens full length insert cDNA YQ80D07. 


0.000001 




D42118 


Tobacco gene for par As protein, promoter region and partial cds 


n Ann 
U.009 




AF269350 


Staphylococcus epidermidis strain SRI clone step. 1002dl2 genomic 
sequence " ■ ./ • ■•• " . • .. ; '•' ' • ■ '■ : ■ ' " , 


2.3 •••• 




AF068904 


Staphylococcus aureus cell division protein FtsZ (ftsZ) gene, partial 
cds; YlmD (ylmD), YlmE (ylmE), YlmF (ylmF), YlmG (ylmG), and 
YlmH (ylmH) genes, complete cds; and cell division protein DivIVA 
(drvIVA) gene, partial cds 


a i ni 




AL589920 


Human DN A sequence from clone RP11-1 17A20 on chromosome 6, 
complete sequence [Homo sapiens] v . : v •• 


* A A AO ' 




AF027688 


Mus musculus survival motor neuron (Smn) gene, promoter region 
and partial cds r " ! ^ ^ 


0.56. 




: AL049340 


Homo sapiens mRNA; cDNA DKFZp564P056 (from clone 
DKFZp564P056) • 


0.25 


1 07- 1 


AJ223385 


Fowlpox virus strain HP-440 DNA, isolate FP9, 14.6 kb fragment 


0.25- 


1972 


;U25354 ' 


Human mitochondrial DNA control region, Indonesian,; sequence 1 of 

60 ■ .' : >. :: > : . ' - vr ; " - ; ■ • ' 'X' 


3E-65 


l y i j 


. AF269868 


Staphylococcus epidermidis strain SRI clone step. 1027g02 genomic 
sequence / 


"A AOT 

U.Opi 




AE003326 


Drpsophila melanogasfer genomic scaffold 142000013385598, 
complete sequence • . 


" A rt©7 


1975 


XM_050217 


Homo sapiens RNA binding protein (LOC84549), mRNA 


1. 1 


1Q76 


AE001402 


riasmoQiuni idicipdruiu viiruiiiui>uiiie z, becuun j?ui / j ui.uic • 
complete sequence ^ ; ; • ■•; 


0.026" 


1977 


XMJXM935 


Homo sapiens forkhead box D2 (FOXD2), mRNA • , : 


• 2.1 •• 


1978 


AL590384 


Human DNA sequence from clone RP1 1-349A16 on chromosome • 
Xq22.3-24, complete sequence [Homo sapiens] ; 


coos : 


1979; 


AL 117050 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation "" • ••••• ' :; • • /} - . ■ " ' ■ 


;:^.'':i2'-'v 


1980 


XM 037529 


Homo sapiens K1AA0410 gene product (KIAA0410), mRNA . ' 


; 2.3 


1981 


X56212 


Cxlegans gene for vitellogenin ; . ■ 


1.8 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) ? ' : 


SEQID 
NO 


ACCESSN' 


/\v.: ■ : ' v; -DESCRJP . - \ ' : . ' / : , : " v - 


P VALUE 


1982 


AF231684 


Drosophila melanogaster outstretched (os) gene, complete cds 


0.7 


1983; 


AB032264 


Danio rerio mRNA for glycogen synthase kinase 3 alpha, complete 

cds • ' ;'; '• :.})^ : : y'-< • -•/•>"'•• v . ••• -, • •" - • V.'V . .. ".. r 




1984 


AK022877 


Homo sapiens cDNA FLJ12815 fis, clone NT2RP2002546 v 


0.009 


1985 


; U8914() : 


Mus musculus aldose reductase gene, promoter region and exori 1 


: - 0.69 


1986 


M37036 


Rat nucleolar proteins B23. 1 and B23.2 


0.086. : 


a987 


XM_035498 


Homo sapiens amiioride-sensitive cation channel; 2, neuronal ; : 
(ACCN2), mRNA vV- " • ^V^.>'' ; - v;VV>*: : i-. 


"0.25;' 


1988 


: U40944 


Caenprhabditis elegans cosmid PDB1, complete sequence 


0.025 


1989 ; 


■ AF102762 


Dasyiagon n. sp. 'Mardulyn & Whitfield 1 16S large subuiut ribosomal 
RNA gene, partial sequence; mitochondrial gene for mitochondrial .'• 
product ' : : '". •' 


• 0.24 


1990 ■ 


AF247631 


Maoricicada iolanthe cytochrome oxidase subunit I (CO!) gene, ; 
partial cds; mitochondrial gene for mitochondrial product 


0.026 r 


1991 


Z81538 


Caenorhabditis elegans cosmid F45H 10, complete sequence 


6.2 


1992 


' Z72516 


Caenprhabditis elegans cosmid T25G3, complete sequence 


0.75 


1993 


AE002201 


Chlamydophila pneumoniae AR39; section 32 of 94 of the complete . 

genome-, 1 " : .". .- > ;' ; • • 


^6.6 


1994 


NM_003816 


Homo sapiens a disintegrin and metalloproteinase domain 9 (meltrin 
gamma) (ADAM9), mRNA %, V . - j • v - V : . ] ' *.' 


2E-17 


1995 ■ 


AL 158 132 


Human DNA sequence from clone RP3-323 A24 on chromosome 4. 
Contains GSSs and a putative CpG island, complete sequence [Homo 
sapiens] ' 


0.074 


1996 


NM_023122 


Mus musculus glycoprotein m6b (Gpm6b), mRNA 


• 5.7 


1997 


AFO 14502 


Glycine max seed coat peroxidase precursor (Ep) gene, complete cds 


L8 v 


1998 . 


AJ270226 


Entodinium caudatum partial mRNA for putative glycosyltransferase, 
clone L48 ; \V"- *\- . 'V;. 


2.1 : 


1999 


AF159913 


Euplotes crassus transposon Tec 1 clone Tecl-2 orf 2 and orf 3 
pseudogenes, complete sequence . 


. • '* . '. 
0,011 


2000 


AF101309 


Caenorhabditis elegans cosmid H24G06, complete sequence 


>. 2.2 


2001 


AB02124O 


Hypseleotris compressus mitochondrial gene for Cytochrome b„ 
complete cds ; ; • ' ;?• 


o;o22 1 


2002 


AC078798 


Homo sapiens 3 BAC PAC-56F11 (Roswell Park Cancer Institute 
Human B AC Library) complete sequence 


0.001 


2003 


AK021504 


Homo sapiens cDNA FLJ11442 fis, clone HEMBA1001327 


- 0.76 


2004 


AF3 14531 


Chilli leaf curl virus A component, complete sequence 


0.23-; ., 


2005 


XM 047794 


Homo sapiens KIAA1641 protein (KIAA 1641), mRNA 


e-123 


. 2006 


AC079136 . 


Homo sapiens clone RP1 1-153L12, complete sequence • 


0.65 


2007 


■ AE001422 


Plasmodium falciparum chromosome 2, section 59 of 73 of the 
complete sequence . . ■■■■'<. 


.0.001 


2009 


AJ306692 


Drosophila virilis ORF 1 , rpL14 gene and ORF2 , 


0.26 


2010 


AC084242/ 


Arabidopsis thaliana chromosome 1 BAC T24P22 genomic sequence, 
complete sequence ' .*C;v •"; ?\- ' • ••• - : >- • ■ • 


0:72 :'../ 
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Table 3 A Nearest Neighbor (BlastN vs. Genbank) " 


SEQ fib 
NO 


ACCESSN 


: :v;V^ ; / : descrip ' • 


P VALUE 


2011 


Z 16768' 


H. sapiens (D12S90) DNA segment containing (CA) repeat; clone 
AFM172xd8; single read ; ' ; 


0.058 ; 


2012 


• AF31 1633 


Eiirieria rueschulzi ORF470 gene, partial cds; apicoplast gene for V 
apicoplast product : ' . - t • 


1.9- 


2013 


ySJVl UlZi/J.) 


T-Tt\ttii"\ cnniptic lumni fti 1 rM"r\t pin PT T'l 1 '( t*\ Tl l/^^£»\ ntPXTA 
rlOIIlO odpieilb JiypUUlt-LlCdl pfUlClIl F-L-J 1 lOJO \rJL/J 1 IDJO^, IILr\JN/\ 




2014 


ARO^IQO 


rlOniO. bdpiCIlb ixxxL/ gCllC, ilLUOIL Z, LvJlUpiLLL aCLjUvIlLC 


1 6 


2015 


mp 007 1 ^ 


X lCUIUlUo .UoirC<ilUi> IllllUL/UUllUl ld.1 pidMlUU lllipi, L>UUipiClC bL/tJlJCll^C 


0 99 


2016 . 


AF085619 


Elgaria paucicarinata NADH dehydrogenase subunit I (ND 1) gene, 
partial cds; tRNA-lle, tRNA-Oln, and tRNA-Met genes, complete 
sequence; NADH dehydrogenase subunit II (ND2) gene, complete cds; 

+D Kf A Ti~r> .-DMA A To fDtvfA Aen' fD\TA P,^ n n /) fDM A T\ri* nonac 

tKjNA-irp, uuNA-Aia, uviNA-Asn, u<jN/\-vySj ano iKiN/v-iyr genes, 


2.3 


2017 


, Doj4z4 


Homo sapiens gene lor aipnao i -casein, j iianKing region 


O 077 
: \f.\J II 


2018 


AE001138 


Borrelia burgdorferi (section 24 of 70) of the complete genome 


0.026 


2019 


BC007114 


Homo sapiens, clone imaoc,.4Zvd4Zz, rnxiNA 


U.ZJ 


7090 


AF080510 


Homo sapiens mannose-binding protein gene, exori 4 and complete 

cds * '.-I-- ;.-'.;V " ~'"v . • -., - -.. .' • •• •\ , ^'. : : ' 


'0.0000 1 


2022\ 


XM_027941 


Homo sapiens hypothetical protein DKFZp76 i J 139 '(DKFZp76 1 Jl 3 9), 

mRNA / V' ;; >^-;\v / -'^ ' '^-■■y'r ■ 


0.003 - 


2023 


Z68996 - 


H. sapiens mRNA for imrnunoglobulin kappa light chain VJ region 

(IDPOM021) - v 


0/15 


2024 


; AB049191 


Mus musculus DNA, clone :lambda4/6, endogenous mouse mammary 
tumor virus LTR region -V; - J " ' . •• 


0.15 


909 S 


Uozufw . 


Mycoplasma capricolum NADH oxidase (naox) gene, partial cds, and 
lipoate-protein ligase (lpla), pyruvate dehydrogenase EI alpha subunit 
(bdpa), pyruvate dehydrogenase EI beta subunit (odpb), pyruvate 
dehydrogenase EII (6dp2), dihydrolipoamide dehydroge> 




2026 


AYUloDZ/ 


Qryza sativa microsatellite MRG0852 containing (AT)X 17, genomic 
sequence . -! : ' ; . ' • ■ ' 


0 0003 


i 2027 


.* AJrzooUo4 


Phyllopetalia apicalis large subunit ribosomal RNA gene, partial 
sequence; tRNAr Valine gene, complete sequence; and small subunit 
ribosomal RNA gene, partial sequence; mitochondrial genes for ' 
miiocnonunai prouueis 


0 009 


• 2028 


: AF249912 ; 


Pjiciimis melo ealactinol svnthase/GASl^ eene uostream seauence 
and partial cds • ; - • •. 


0.021 


2029 


XM 048172 . 


Homo sapiens hypothetical protein DKFZp434F1017 ; v . , / \. 
(DKFZP434F 10 17), mRNA ' • : / ; > - ' V 


v .6.5 


: 2030 


•AF367436 : 


Erysimum cheiri chloroplast outer envelope membrane protein 
mRNA, complete cds ; ;; 




2031 


; : AF135026 


Homo sapiens kallikrein-like protein 3 (KLK9) gene, complete cds, : 
alternatively spliced ' : rr ' ' 


0:76 . 


. 2032 ; 


Z69782.- 


A.thennophilurn xylR gene, xynA gene and alfA gene . ' r 


0.0004 
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Table 3A " Nearest Neighbor (BlastN vs. Genbank) 


SEQ ID 

' NO - " ' 


ACCESSN 


' ; yCy.-;:_' - : • . : J DESOUP • •• '- : v'V-:;"' : : >r 


P VALUE 


2033 


NM_0 13730. 


Mus musculus signaling lymphocyte activation molecule (Slam), 
mRNA ' " ' ; ' : 'A .' • ; > 


• / 6.4 


2034 


NC_00281i 


Tarsius bancanus mitochondrion, complete genome 


.0.69 


2035 


-*' A T7 1 OA OlV 


Arabidopsis thaliana inhibitor tagged site ITS55 genomic sequence 


U.24 


2036 


AhOUooib 


Streptococcus pyogenes Ml GAS strain SF370, section 155 of 167 of 
the complete genome -./ 


' ^ A 


2037 


. AT 3 24424 


Ichthyophthiriiis miutifiliis immobilization antigen isoform (IAG52A) 
gene, complete cds v • / '< '. / ; 


n nn^ " v 

".. U.UUJ 


2038 


AL391223 


Human chromosome 14 DNA sequence Partial sequence from BAC R- 
jZjN / tlki oi liorary Kt'ci-i i trom enromosome 14 01 riomp 
sapiens (Human), complete sequence 


: ^6.3 •■ 


2040 


Ar Joy j 45 


Kaoies virus vzj i.kd pnospnoprotein \rj.gene, compieie cas 


1 A 


2041 


ArUiiooo 


Apis meliifera sn-glycerol-3 -phosphate dehydrogenase (Gpdh) gene, 
.complete cds / A ■-' •**-"v t •"• • : ; >. 




2042 


XM^O 11553 


Homo sapiens aldo-keto reductase family 1, member D 1 (delta 4-3- 
Ketosteroiao-Deta-reauctase; (aivkil/I), mKiNA 


VJ.UUl 




XM 004530 


Homo sapiens nuclear receptor subfamily 2, group E, member 1 • 
(NR2E1) inRNA ' •' • ' ; A-' " •■• : -:v "AA • 


: -5E-41 


2044; 


AJ277602 


Gallus gallus partial mRNA for initiation of translation factor 2 (cIF2 
gene) A. : v .'• . • ■ ; •-. "V- 


ft 7^ 




XM,_04 1537 


Homo sapiens echinoderm microrubule-associated protein-like 
(bMArL), mRNA 


• i : .'7-- : 

'.- '- 1 • / 




AE001429 


Plasmodium falciparum chromosome 2\ section 66 of 73 of the 
complete sequence "/<■{ ''/AAA ; v ; 




, 2047 


L03188 


Saccharomyces cerevisiae integrin analogue gene, complete cds 


0.23 


ZVJH-O . 


XMJ334810 


Homo sapiens similar to ALU SUBFAMILY SQ SEQUENCE : 
CONTAMINATION WARNING ENTRY (H. sapiens) (LOC90908), 
mRNA . v v - " ; ■.;■>.' ■ - ■ : - /• 




904Q 


AE006570 


Streptococcus riyogenes Ml GAS strain SF3 70/ section 99 ot 167 ot 
the complete genome / " V 


. 0.64 v 


2050 


' AY023977 ' : 


Oryza sativa microsatelhte MKu6302 eontaimng (Al l A)ao, closest 
to marker R 1674, genomic sequence 


06 


2051 


. • M91384 


Dicryostelium discoideum thioredoxin (TRX1) mRNA, complete cds 


0:68 




XM_032748 


Homo sapiens jsjaaioj4 protein {isaa/kloj^)^ nuvfNA . 




2053 


AdU04814 


Kjryzsi sativa ltna ior injlo receptor, compieie cus 


ft ftOQ 




AF130O49 


Homo sapiens clone FLB34 1 1 PRO0852 mRNA, complete cds 


■ .0.078 


2055 


; * Y192130 : 


Homo sapiens putative psihHbA pseudogene for hair keratin, exons 2 


0 038 


2056 


AF305146 i 


Picea abies clone 1PABCA3F hypomethylated genomic sequence • 


■1.8 


.2057' 


; : Z67997 " 


Human DNA sequence from cosmid L206D7, Huntington's Disease 
Region, chromosome 4p 16 J ; > : : : . ' : 


0.0001 


2058 


. - U51024 " 


Human Down Syndrome region of chromosome 2 1 DNA 


• 0.0008 


2059 


AC092063 


Homo sapiens clone RP1 1-745H7, complete sequence • 


•0 
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. Table 3A Nearest Neighbor (BlastN vs. Genbank) - : : 


SEQ ID 
NO 


• ACCESSN. 


■ •• ' descrip . - . , ^v;-; 


P VALUE 


2060 ^ 


AE002123 


Ureaplasma ureal)rticum section 24 of 59 of the complete genome 


1.8 


'2061: 


; Z68019 


HIV-1 DNA V3 region ( homosexual HI 031 seroconversion samnle 
1987) > , v>- 'V'/-.\: . - . ;'• • ;-'^-V • :.: 


-0.25 


•.V. J ; >.;, 
2062 


XMJ)06487 


Homo sapiens spectrin, beta, non -eryth rocytic 2 (SPTBN2), mRNA 


0 000003 


2063 


AF329716 


Oncorhynchus mykiss clone OSU9 T cell receptor beta chain variable 
region gene, partial cds 


• 0.0008 


2064 


AC024773 


Caenorhabditis elegans cosmid Y40C7A, complete sequence 


; 0.035 


2065 


,XM_032748 


Homo sapiens KIAA 1634 protein (KIAA1634), mRNA 


0.079 


2066 


M58526 


Human alpha-5 collagen type IV (COL4A5) mRNA, 3 1 end 


;• 2.1 ; 


2068 


X56697 


B.thuringiensis gene for sigma factor 35 : 


0.59 


. . .„ , ■ i- 
2069 


D00768 f 


Pig pituitary glycoprotein hormone alpha subunit gene, exons 3 and 4 
and 3 'flank V; ''--•./••/ ■"' ». •;, ; - v--' ; '. ^' - v- ■■'^-■iV- 


• ;r.6 


• V. 

2070 


AFl 10621 


tRNA-Ile, tRNA-Gln, and tRNA-Phe genes, complete sequence; and 
NADH dehydrogenase subunit 5 (ND5) gene, partial cds,. ; " 
mitochondrial genes for mitochondrial products 


o.2i. : 


•2071 


AC024779 


Caenorhabditis elegans cosmid Y43 B 1 1 AL, complete sequence -•• 


0.24^ 


2072 


AK023589" 


Homo sapiens cDNA FLJ13527 lis, clone PLACE 1006076 ; 


0 


■2073 


,;X7769i , : 


W.suaveoiens mitochondriai DNA intergenic region between ORF1 
and 15S rRNA genes : / - : 


0.24 V 


2074 


"■ ,268749 


Caenorhabditis elegans cosmid F56H11, complete sequence ; 


1.4 


• : 2075 


/AF302113 


Solaniim tuberosum glutamine synthetase GS2 (gin) mRNA, partial 
cds; nuclear gene for plastid product 


14 '; 


2076 


.V U27078 • ' 


Trichaptum abietinum mitochondrial small subunit ribosomal RNA, 
mitochondrial gene, partial sequence •' i • ••• 


• 0.64 


2077 


XM 012456 


Homo sapiens golgin-67 (KIAA0855), mRNA - r 


: " 2,2 


2078 


AB032960 


Homo sapiens mRNA for KIAA1 134 protein, partial cds v 


1E-36 


2079 


XM 052376 


Homn saniens hvnothefical gene sunnorted hv AF106046' AJC000332 
(LOC93587), rnRNA ; ^ ; ' 


0.66 


2080 


AB021866 


Homo sapiens KIP gene, complete cds 


1.3 


2081 


XM 029213 


Homo sapiens hypothetical protein DKFZp564O0523 - . . ' , • 
(DKFZP564O0523), mRNA 


0.38 


2082 


AF384143 


Triticum aestivum pathogenesis-related protein 1 mRNA, complete 


.0.0003': 


2083; 


i AE002368 


Neisseria meningitidis serogroup B strain MC58 section 10 of 206 of 
the complete genome . v 


0.71 '/ 


2084 


: AE006662; 


Sulfolobus solfataricus section 21 of 272 of the complete genome . 


0.63 


2085 


AY020760 ' 


Oryza sativa microsatellite MRG3085 containing (TA)X1 3, closest to 
marker R2976, genomic sequence 


6.9 


2086 


AF161419 


Homo sapiens HSPC301 mRNA, partial cds 


1.8 


2087 


;AJ249838 


Callus gallus mRNA for radixin (rdx gene) 


.2.1 


2088 


"VU43536 


Corynebacterium glutamicum heat shock, ATP-binding protein (clpB) : 
gene, complete cds \ "' : -.^"v • ■■^" : -'.y- : ." ■■• 


: 0.22 


2089 


XMi037588 


Homo sapiens KIAA0874. protein (KIAA0874), mRNA 


• 2E-34 , 
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(■ 'M Table 3A Nearest Neighbor (BlastN vs/Genbank) 


SEQED 
NO 


' ACCESSN' ' 


J-- ^ : DESCR1P . : • 


P VALUE 


2090 


NC1002697 


Chrysomya chlorbpyga mitochondrion, complete genome 


0.077 


2091 


AF332207 


Caenorhabditis elegans clone yk509b7. nuclear receptor NHR-57 gene, 
partial cds ■■U-.- v, . ""v ." ■ v -v'.;-. • 


0.45 


2092 


U39886 


Bps taurus Y-chromosome specific genomic sequence 


0.2 - 


2093 


Z19055 


B.aphidicola tryptophan operon 


0.26 


2094 


AJ290309 


Simethis mattiazzii chloroplast trnL-trnF intergenic spacer 


0.57 


2095 


AK013631 ■ 


Mus musculus adult male hippocampus cDN A, R1KEN fulMength 
enriched library, clone: 290004 1A09, full insert sequence. : 


0.18 


2096 


. AFO 15468 


Plasmodium falciparum microsateiiite LT103 sequence . 


0.11 


2097 


AJ277734 


Susscrofa microsateiiite sequence S0601 ; >. ... \ 


0.4 


2098 


AF203341 


Glycine ma* chloroplast carboxyl transferase alpha subunit (accA-4) 
nuclear pseudogene, partial sequence; and putative steroid reductase 
gene, complete cds • 7 ' - ; ■ ; •/• 


0.001 


2099 


XM_052597 


Homo sapiens KIAA1350 protein (KIAA 13 50), mRNA 


\ 0 


2100: 


Z96649 


H. sapiens telomeric DNA sequence, clone 6QTEL010, read , V 
6QTELOO010.seq ^ ^ - ; : • 7 


0.007 ' 


2101 


BC009105 • 


Mus musculus, Harvey rat sarcoma oncogene, subgroup R, clone 
MGC:6 1 62 IMAGE.34833 13, mRNA, complete cds ; 


■ ; 4.i v 


2102 


AF245117," 


Mus musculus leukocyte bell-surface molecule; (Ly9) gene, exon 1 


0.025 


2103 ' 


AL023810 


Caenorhabditis elegans cosmid C16D2, complete sequence 


0.008 


2104 


X17051 


E.gracilis DNA for ribosomal protein operon 


0.21 


:2i05 


AF005392 


Homo sapiens alpha tubulin (TUBA2) gene, partial cds 


0.63 


2106 


: AE002798 


DroSophila melanogaster genomic scaffold 1420000 13385466, 
complete sequence 


0.025 


2107 


AE002il4 


Ureaplasma urealyticum section 1 5 of 59 of the complete genome • 


0.074 


2108 


. L48039 : 


Fibrobacter succinogenes endo-l,4-beta-D-glucanase gene, complete 
cds, endo- 1 ,4-beta-D-glucanase gene, 5' end of cds 




2109 


D87922 V 


Rat DNA for 3'UTR of skeletal muscle sodium channel, partial 
sequence v-'" : - '■■[■<" ' ■■ : • - ' • ' 


0.71 


2110 


. AF157137 


Gongronelia butleri 18S ribosomal RNA gene, partial sequence 


0.24 


2111 


Z92970. 


Caenorhabditis elegans cosmid H06O01, complete sequence 


.0.24 


2112 


AB035494: 


Alternaria alternata gene for Akt3-2, complete cds 


0.61 


2113 


• M38351 : 


Rat embryonic glutamic acid decarboxylase gene, embryonic stop (ES) 
exon ' v '" • •• : • '. '. '.' ; . • ■ '•• • • • ' . 


0.67 


2114 


XI 67 15 


D: melanogaster gene for chorion protein s 16 


0.21 


2115 


; U16271 "; 


Homo sapiens AMP deaminase isoform L (AMPD2) gene, exons 1 A 

and IB : ' \ 'f/'- ' "■'"■:.-■}: ■ \ • • ■ : . v " v -.": ."- 


v 0.07 7 


2116 


AF3 17672 


Helicobacter pylori isolate 4424 vacuolating cytotoxin VacA (vacA) 
gene, partial cds *• 


.0 24 


2117; 


NM_0 10250 


Mus musculus gamma-aminobutyric acid (GAB A- A) receptor, subunit 
alpha 1 (GabralX mRNA 


v 0.76 


2118 


BC010786 


Mus musculus, Similar to CREB/ATF family transcription factor, 
clone MGC: 18836 IMAGE:421 1480, mRNA, complete cds 


:3 0.69 : 
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■1:0 V v Table 3A Nearest Neighbor (BlastN vs. Genbank) • 


SEQED 
NO 


• ACCESSN / 


V y{ >. DESCRIP • ' \ 


P VALUE 


2119 


: U67482 J 


Methanococcus jannaschii section 24 of 150 of the complete genome 


0.24 


2120 


U73373 


H1V-1 done 1063-2-VPRvpr gene, complete cds ^ ^ V 


> 2- ... 


2121 


AE007370 


Streptococcus pneumoniae section 53 of 194 of the complete genome 


0.68 


2122 


AL449163 - 


Human DNA sequence from clone RP11-533E16 on chromosome 6, 
complete sequence [Homo sapiens] 


2E-11 


2123 


X63382 M 


Antithamnion sp. rhodoplast genes atpl, atpH, atpG, atpF, atpD, atpA, 

. - ■ - MT JTT . ■ f ■ ; Mr> ■ ' x Mr 7 •■ ■ Mr 7 Mr 7 Mr 7- ■ ■ Mr < 7 

orfl, orf2 and orf3 / ; ^ V ; , . , ' ' ; : ' '\ '\ 


0 081 


2124 


AF186797 


Homo sapiens RalGDS-like (RGL) gene, exon 17 


0.009 


2125 


AF1 10796 


Rattus norvegicus GABABl receptor (GABABR1) gene, exons 1 
through 9 r - S '■■ • "•' 'V-'"' •- 


' 4.2 - 


2126 


XM 038798 


Homo sapiens KIAA1457 protein (KIAA1457), mRNA •• 


2E-96 ' 


2127 


U96998 


Homo sapiens MET proto-oncogene, intron 19, 3' end 


0.67 


2128 


AE006410; 


Lactococcus lactis subsp. lactis IL1403 section 172 of 218 of the 
complete genome ' ; : . v - / ■ • 


•0.084 • 


2129 


AB050422 


Macaca fascicularis brain cDNA,clone:QnpA-2 1421 


6.9 


: ,.v 5 

2130 


•AF375597 


Mus musculus medium and short chain L-3-hydroxyacyl-Coenzyme A 
dehydrogenase (Mschad) gene; exons 2 through 8, and complete cds; 
nuclear gene for mitochondrial product ^ 


. 2.2 


•2131 


: AE002758- 


Drosophila melanogaster genomic scaffold 142000013385931, ;'• ^fo 
complete sequence . ; - . / V : -' 


0.26 


2132 


AJ008105 


Chrysolina timarchoides GOI gene, partial CDS 


0.031 . 


2133 


U67526 ' 


Methanococcus jannaschii section 68 of 150 of the complete genome 


. 1 


2134 


AJ223966 


Mus musculus NAGA gene 


0.63 


2135 


AFO 16986 


Callicebus moloch gamma 1 -globin gene, complete cds > 


0,68 


2136 


U66872 


Danio rerio enhancer of rudimentary homolog mRNA, complete cds j 


0.029 


2137 V 


AJ271220 , 


Homo sapiens partial gene for dystrophin, intron 49 


0.009 


2138 


AF075602. 


Canis familiaris prostaglandin E2 receptor subtype EP2 mRNA, : 
complete cds " • 


; 0.23 


2139 


XM_045015 


• .. > :,. : : . . ..■ : ; ; ... ; • • • - 
Homo sapiens hypothetical protein FLJ0005 2 (FLJ00052), mRNA 


0:75 


,2140 


AY034614; 


Danio rerio Sec61 alpha form B mRNA, complete cds ■ 


: 04 ; 


2141 


XM_028150 


Homo sapiens similar to MACROPHAGE MANNOSE RECEPTOR 
PRECURSOR (H: sapiens) (LOC90010), mRNA - 


1.9 


2142 


M24026 


Rat MHC class I RT1 (RT44) mRNA (u haplotype), 3' end 


0.24 


2143 


AK010194. 


Mus musculus adult male tongue cDNA, RIKEN full-length enriched 
library, clone:23 10076E16, full insert sequence . 


■'':-2.' , ■> ' 


2144 


AF 165062 


Hepatitis C virus strain MD9-2 complete genome 


1.2 


2145 


• AE007469 


Streptococcus pneumoniiae section 152 of 194 of the complete genome 


2.1 : 


2146 


? Z97349 X i 


Plasmodium falciparum DNA *** SEQUENCING IN PROGRESS : 
*** from contig 3-06; complete sequence : " ; ; ; : ' V: : ' 


0.0415 / 


.2147 


NM_01016L 


Mus musculus ecotropic viral integration site 2 (Evi2), mRNA 


0:02 
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••' ; Table 3A Nearest Neighbor (BlastN vs Genbank) • 


obQ ID 
NO 


■ACCESSN 


DESCRIP ;•• ; ? . : [ • ^ v': 


P VALUE 


. : ) 

2148 


AE005586 


Escherichia coli 0157;H7 EDL933 genome,, contig 3 of 3, section 205 

of 290 A v : 'Vv : " ' . : V " • ' - ■ ' . . 


1.2 


2149 


: AF332928 


Psacothea hilaris isolate HA15 16S ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product . \ > 


0.069 . 


2150 


D49504 


Borrelia garinii gene for outer surface protein C, complete cds 


■ 0.37 v 


2151 


'jL25647-r 


Homo sapiens fibroblast growth factor receptor gene (located in the 
central MHC) signal peptide and consecutive exon 


0 05 


2152 


AB040746 


Carassius auratus gene for c-MYC, complete cds 


0.063 


2153 


= X55978 


T. brucei ESAG 8 gene for a leucine-rich repeat family protein 


0.12 


2154 


ABO 10426 


Phytoplasma sp gene for AL1 like protein, complete cds . '. <. 


: 0.009 


2155 


XMJ)05841 


Homo sapiens cdk inhibitor p21 binding protein (TOK-1), mRNA 


5.8 


2156 


AK025222 


Homo sapiens cDN A: FLJ2 1 569 fis, clone COL06508 


1E-33 


2157 


AF234652 ; 


Mesembryanthemum crystallinum protein kinase MK5 mRNA; , • ;/ 
complete cds • .• ' ^ ? - 


v ' o;2 • 


2158 


AE006513 


Streptococcus pyogenes Ml GAS strain SF370, section 42 of 167 of 
the complete genome .... v : •• 


• • 9.2- 


2159 


XM_O0366O 


Homo sapiens calcium modulating ligand (CAMLG), mRNA 


0.023 


2160 * 


AF003490 


Mesostoa kerri 16S ribosomal RNA gene, partial sequence 


0.000004 


2161 


XMJ)48768 


Homo sapiens tetratricopeptide repeat domain 3 (TTC3), mRNA 


6.7 : 


2162 


AF323442 ; 


Plasmodium yoclii yoelii clone 10 235 kDa rhoptry protein (IHa. 1) \ 
gene, partial cds ••• ..,/ 


0.019 


2163 


AKO 16560 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4932441H21, full insert sequence 


•> 4.7' 


2164 


Y12332 


E.tenelta plastid genes rps 12, rps7, tuf, ORF45, and tRNA-Phe 


0,003 


2165 


•ALII 40^1 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen : 
deprivation : - - : f ; ' "' ' . •• 


0.002 


2166 


AF332207 


Caenortiabditis elegans clone yk509b7 nuclear receptor NHR-57 gene, 
partial cds : }i : ■". 


0.49 


2167 


AF 102263 


Helicoverpa zea clone S2 1 1 cytochrome P450 (CYP6B8) mRNA, 
complete cds • : . / : •■' •' " ?'■ 


0.074 • ■ - 


2168 


AL 13 3 3 97 


Human DNA sequence from clone RP1-2 13 Jlp on chromosome 
22qll. 21-12.2, complete sequence [Homo sapiens] 


0.039 


2169/ 


AL 157423 


Homo sapiens mRNA; cDNA DKFZp76 100511 (from clone 
DKFZp761O051l) : 


7E-15 " 


2170 


..AF282578 


Homo sapiens clone 20ptel_cl622_12_3.3f sequence 


9E-17 


2171 


AB022280 


Oryzias latipes gene for soluble guanylyl cyclase alpha subunit, 
complete cds ' ; ; \ i 


3.1 


2172 


' AF052744 . 


Homo sapiens transcriptional repressor p54 gene, promoter region and 
partial cds . ';. • ■ 


■ ' '. 2 ,' 


Till 


XMJ)07685 


Homo sapiens MAGE-like 2 (MAGEL2), mRNA 


0.008 


2174 


\ AKO 19539; 


Mus musculus adult male testis cDNA, RIKEN full-length enriched . 
library, clone:492 15 14G21, hill insert sequence 


/ 1.6 


2175 


AE007472 


Streptococcus pneumoniae section 155 of 194 of the complete genome 


6:2 / 


2176 


'4 AL162381 


Human DNA sequence from clone RP1 1-174B19 on chromosome 6, 
complete sequence [Homo sapiens] : '■ 


0.059 





Table 3A Nearest Neighbor (BlastN vs. Genbank) .. ' - ?- 


cfo m 

INW ■ 


ACCESSN 


• • • DESCRIP ••♦ . - 


P VALUE 


Lilt 


M21836 v 


Mouse extra-embryonic endodermal cytokeratin type II (EndoA) • 
mRNA, complete cds -' .; •:•,.•.••//' 


e-138 


2178 


X06292 


Human c-fes/fps proto-oncogene 


V 1.7 


2179 


AF360278 


Arabidopsis thaliana putative MLH1 protein (AT4g09 140) mRNA, 
complete cds ' '. ■ . ■•.';*." l> : - : ' - : •';•>•' >. -r' • '/ :. 


0.0001 


ZloU 


X78548 


G max gene encoding epoxide hydrolase 


0.68 


0 1 ft 1 
Zlol 


. Z56222 ' 


11 sapiens CpG island DNA genomic Msel fragment, clone 97b6, , 
reverse read cpg97b6.rtla : r- [;' : \ ; ; : 


5E-60 


: ZioZ 


AF200412 


Wiebesia brusi cytochrome oxidase subunit I (COI) gebe, partial cds; 
tRNA-Leu gene, complete sequence; and cytochrome oxidase subunit 
II (COII) gene gene, partial cds; mitochondrial genes for 
mitochondrial products 


0.084 


ZloJ 


;AF360327 


Arabidopsis thaliana putative metal-binding protein - „ 
(MLE2:16/AT5g63530) mRNA, complete cds ; C ' 


:■• 0.014 


2184 


XM_005837 


Homo sapiens CUG triplet repeat, RNA-binding protein 2 (CUGBP2), 
mRNA: * / - v --• *:" v - '-. ; - / • • : • ' \~ 


0.22 


Z loO 


VBC008152' 


Mus musculus, caspase 1, clone MGC:6106 IMAGE:3583883, > ; 
mRNA, complete cds V . ; . ; '■; • .7 " V; ?-,'"'.•' 


.1.9 


Zloo 


U412&9 .v: 


Dictyostelium discoideum K7 kinesin-like protein mRNA, complete 

Cds ' ^ - •" . • 


0.66 ; 


, Z 1 O f 


. AF163863 


Mustela vison tyrosine aminotransferase gene, complete cds 


: 0.23 


Zlfcft 


XM 017198 


Homo sapiens hypothetical protein FLJ 12085 (FLJ12085), mRNA 


4E-36 


2189 


D16180 - 


Human PMP2 gene for peripheral myelin protein 2, exon 2 and 3 


0.68 


zlVU 


AB037920 


Clostridium botulinum genes for ORF-22, HA-70, HA-17, HA-33, 
NTNHA, neurotoxin, complete cds 


'■ 0.083 


2191 


- AE006703 


Sulfolobus solfataricus section 62 of 272 of the complete genome ; 


1.6 


ZiVZ '.. 


AB047401 


Periplaneta americana Vg-2 mRNA for vitellogenin-2, complete cds 


0.25. ' 


ZlVJ . 


U 11 491 ; 


Human rotavirus M37 non-structural protein NSP1 mRNA, complete 

cds \~ r.' r : y 1 '.' '•/vVV'v 


0 17 


2194 


AF338818 


Mus musculus flavohemoprotein b5/b5R mRNA, complete cds 


2.3 v 


2195 


AP001290 


Mus musculus genomic DNA, chromosome 7, clone:B118_5, 
complete sequence 


0.56 


219d 


XMJH0940 


Homo sapiens putative GR6 protein (GR6), mRNA 


2E-61 ' 


2197 


AF1 19554 


Plasmodium falciparum para-aminobenzoic acid synthetase gene, 
complete cds - / 1 ' •. / 




2198 


AY035995 


Streptococcus pneumoniae strain SPN1506 topqisomerase IV subunit 
A (parC) gene^ complete cds ' '<.;". 1 


1.2 . 


2199 


XMJ)06892< 


Homo sapiens c AMP responsive element binding protein-like 2 • . 
(CREBL2), mRNA > 


0.049, 


•2200 


• ; X87127 


Borrelia burgdorferi repeated DNA element, 30,5 kb circular plasmid 
copy -V' •' ' ~; • . " ' "' . ' ' ' 


0.46 


2201" 


ABO 10958 


Clostridium thermocellum xynA and xynB genes for xylanase v 
completecds \ '" . ' '•■ ■ ■ • 


• a 23 ; 
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• Tabic 3 A Nearest Neighbor (BlastN vs. Genbank) V % . • 


SEQ ID 
NO 


ACCESSN 


: V V' . "■" DESCRIP ■ [ ^V/ ■■■^ ■ 


p VAT TIE 


2202 


AE003004 


Drosonhila melanotiaster genomic scaffold 14200001 3 Ifi^Q? - 
complete sequence '••."-%* ' v :'- : - ' 


0 23 


2203' 


aJ63418 


Mus musculus uncoupling protein (Ucp) gene, nuclear gene encoding 
mitochondrial protein, complete cds ^ - v- : 


0.23 


: 2204 


AJ243265 ' 


Homo sapiens partial PGM1 gene for phosphoglucomutase 1, exons 5- 

' /' ;;;y, . ; /S'vs"^. • ■ 


" e-135 


'2205 


XI 3883 


Yersinia pseudotuberculosis virulence plasmid pDBI yopA gene for 
Yop I protein ^ '''' : ' : .^yho : 


- 2.1 v 


2206 


XM 011639 


Homo sapiens KIAA0535 gene product (KIAA0535), mRNA I 


8Er22 


2207 , 


AF098990 


Caenorhabditis elegans cosmid H35N03 '. ? r 


•2.2 


2208 


AB037920 


Clostridium botulinum genes for ORF-22, HA-70, HA-17, HA-33, 
NTNHA, neurotoxin, complete cds ! i " " ; 1 


0.2 


2209 


AB053087 


Unmon i rn IV) 1 7 n cifS pfiriPfl r*v vinic tvrv* 1 nnl typn/* r^/^rc/^ trQncrrintiic/^ 
Jiuiiiaii iiiiitiuiivttcxiviiciit'j viiuo ijpc i pUi gciic, icvcioc Lid-iioyi ipidoC 

amino terminal part, partial cds, 99JP-NH3-II plasma virus ]:/• 
clonc:NH3RT-V3-2-9* • \ : v ; •/ >^' r -W 


0.028 


2210 


NM_008989 


Mus musculus purine rich element binding protein A (Pura), mRNA 


0.028 


2211 


U97291 


Fmms cabalhis random genomic clone JH226 " 


0.008 


2212: 


AK001699 


fJonio <;anif»n<; rDNA FT J10837 fis clone NT7RP4001260 hmhlv 
similar to Homo sapiens mRNA for KIAA0875 protein 


0.016 .. 


2213 


1184532 

UOtJJi 


Human dv<;trohrevin fOTNTl pene - exon 4- 


0 23 


2214 


; Z54522 


14 cQni/^n^ C'rsCy inland TTMA'- ppnorrnr MqpI fraumpnt rlnnp 19hf^ 
forward read coffl2b6 ft Ic 


' 1.5 


2215 


' Z69666 


Human DNA sequence from cosmid 24F8 from a contig from the tip 
nf the <;hort ami of chromosome 16 "snanninp ?Mh of 16nl3 3 
Contains ESTs, repeat polymorphism and CpG island 


.* 6.5 ' - ' 


2216 


M69205 


Ockelbo virus complete genome 


•; 2.2 


2217; 


AF202552 , 


Homo sapiens DNA methyitransferase (DNMT1) gene, exons 2, 3, 

and 4 - ; ?" ' ; . • . • ' • • . • - •• ' • : -; 


0.24 


2218 


D 16541 


Chicken DNA for conriectin(titin)j partial sequence 


0.064 


.2220 


AC023351 i 


Homo sapiens clone RP11-637J20, complete sequence 


1E-59 


2221 


AL5 12305 


Human DNA seniipnce from clone RP1 1-R^F94 on chromosome 6 
complete sequence [Homo sapiens] ' 


0.002 


-2222 


. U67581 ' 


Methanococcus jannaschii section 123 of 150 of the complete genome 


';. ■ 5 


2223 


AE0O7428 


Streptococcus pneumoniae section^ 1 11 of 1 94 of the complete genome 


• 19 


2224 


AK023601 


Homo sapiens cDNA FLJ13539 fis, clone PLACE 1006640 


1.7 


:' : 2225 


AF375468- 


Homo sapiens endothelial protein C receptor (PROCR) gene, complete 

cds' \- ' ' '■ - ?; ..• ••• 


: 0.016 


2226 


• AF350726 


Symphyglossurn sanguineum chloroplast tRNA-Leu (trnL) gene and 
trnL-trnF intergenic spacer, partial sequence 


•14 v- 


2227 : 


NM_;008308 


Mus musculus 5-hydroxytiyptamine (serotonin) receptor LA (Htrla), 
mRNA . • ; " •: / \.:V.- ' ' ' • ' ' 


0.23 


;2228 ? 


. - Z6242L j 


H.sapiens CpG island DNA genomic Msel fragment, clone 68h2,; 
forward read cpg68h2.ftla ; > 


4E-68 
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: > : ; ! " - Table 3A Nearest Neighbor (BlastN vs. Genbank) ; 


ID 
NO 


ACCESSN 


: X : J- \:/.;'V '. v' ( ■ '• -*'-ivr. : V 7/ : ' Y ' V v ; • .-v.';. 
"';'v- , \^ ,; - DESCRIP . ';. ' - : - j] .'.V; 


P VALUE 


• 1 1 0 Q 


AF210834 


Homo sapiens HARP (HARP) gene, exons 3 and 4 


0.008 


ZZjU ' 


r ; L81672 


Homo sapiens (subclone 2_b 1 2 from P 1 H49) DNA sequence, . 
complete sequence \: : s-v-^'- 


0.13 


ZZJ 1 


XMJJ0S43I 


Homo sapiens integrin, alpha 3 (antigen CD49C, alpha 3 subunit of 
VLA-3 receptor) (ITGA3), mRNA -. 


1.8 


. OH>ao 


■ AE006295 : 


Lactococcus lactis subsp. lactis IL 1403 section 57 of 218of the 
complete genome : : . '• ; 


0.19 : 


2233; ; 


U39693 - : 


Mycoplasma genitalium section 15 of 51 of the complete genome 


0.21 


ZZJ4 


AL032629 


Caenorhabditis elegans cosmid Y102F5A, complete sequence 


0.46 


?0^V 
ZZj J 


AF029I14 


Ascogaster sp. 16S ribosomal RNA gene, mitochondrial gene for ; 
mitochondrial RNA, partial sequence 


0.076 : 


2236 


AF 150036 


Hyalomma dromedarii 12S small ribosomal RNA gene, partial v 
sequence; mitochondrial gene for mitochondrial product 


0.63 


0077 
ZZ J / 


AF013711. 1 


Homo sapiens 22 kDa actiri-binding protein (SM22) gene, complete 

cds : • . - • .' ;: • .'• r ' . • 


0.6 


zzJo 


XM_f)3596L 


Homo sapiens hypothetical protein FL J 10849 (FLJ10849), mRNA 


; ' 0.77 '•• 


2239 


AJ2'90957 


Drosophila erecta partial eIF2g gene for eukaryptic translation. : i 
initiation factor 2 gamma and Su(var)3-9 gene for heterochromatin . 
protein' - r.v<' : ' ' : " 


0.24 


zz4U 


AF282004 '.- 


Homo sapiens clone 15qtel_c366at7 sequence 


8.2 V 


2241 


AF104915 


Plasmodium falciparum protein serine/threonine kinase- 1 (pskl) gene, 
complete cds ■ 


0.009 


2242 . 


M2z^64 : ' 


Mouse MHC class I Lyt-2-a gene encoding lyt-2. 1 T-cell surface . 
alloantigen, complete cds 


0.049 


2243 


* AF265368 " 


Hypseleotris compressa 12S ribosomal RNA gene, complete sequence; 
mitochondrial gene for mitochondrial product 


0.21 


2243 


AE001397 


Plasmodium falciparum chromosome 2, section 34 of 73 of the ' 
complete sequence 


0.024 


11"X/ . 

2246 . 


AK004676 


Mus musculus adult male lung cDNA, RIKEN full-length enriched 
library, clone: 1200009124, full insert sequence 


0.56 


-2247'' 


XMJ302436 


Homo sapiens sterile-alpha motif and leucine zipper containing kinase 
AZK (ZAK), mRNA " : : 


0.67 


2248 


AE006324 


Lactococcus lactis subsp, lactis IL 1403 section 86 of 218 of the , 
complete genome « - 


0.47' 


ZZ4V 


XM 042833 


Homo sapiens KIAA0295 protein (KIAA0295), mRNA 


5.1 


2250 


X63412 


B.burgdorferi plasmid ospA gene for outer surface protein A 


' 0.36 


225 1 


AK024233 


Homo Sapiens CU IN A rJbJ 14 1 /J IIS, Clone [NlZKrZUUz/3j 


1 -O 


2252 


: U69826 : 


Eryx miliaris nogajorum cytochrome b (cytb) gene, mitochondrial 
gene encoding mitochondrial protein, partial cds \ 


• * 5l9 


• 2254 


AF038086 


HIV-1 isolate TZB0036 from Tanzania, gpl20 C2-C4 region (env) 
gene; partial cds . • 


0.077 


•2255 


'AF3 17082 


Adonchoiaimus thalassophygas isolate Sou3 9 large subunit ribosomal 
RNA gene, partial sequence; mitochondrial gene for mitochondrial : ; 
product • v;.: ; ; . r; ■. y" 1 -'- : "- ' • 


• 0.003 


2256 


NMJ053S6 


Homo sapiens neuwnatin (NN AT), mRNA 


0.6 
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: ■ Table 3A Nearest Neighbor (BlastN vs. Genbank) • . ; 


SEQ ID 
NO 


ACCESSN 


A: .y»/- ,; \; n : descrip • : ' ' - ••■ ■ * - 


PYALUE 


: 2257' 


XM .037301 


Homo sapiens hypothetical protein FL J 126 97 (FLJ12697), mRNA : 


2E-61 


2258 


XM_028046 


Homo sapiens KIAA0220 protein (KIAA0220), mRNA 


5E>61 


2259 


V' U94520 : 


Lactococcus lactis plasmid pND861 abortive phage resistance proteins 
(abiLi) and (abiLii) genes, complete cds * 


0.81 


2260 


U00037 


Caenorhabditis elegans cosmid T20H4 


0.081 . 


2261 


Z74866 


S.cerevisiae chromosome XV reading frame ORF YOL124c 


0.55 


2262 


Z92779 : 


Caenorhabditis elegans cosmid C44E 1, complete sequence 


0.7 


2263 


; V00694 \: 


Saccharomyces cerevisiae mitochondrion COX/OXI3 gene encoding 
for cytochrome oxidase subunit 1 


0.021 


2264 


ACO 10728 


Homo sapiens B AC clone RP1 1-25 8E22 from Y, complete sequence 


3E-30 


2265 


AJ406392 - 


Beta vulgaris partial En/Spm-like transposon, clone 44.9 


0.054 


2266 


AE001430 


Plasmodium falciparum chromosome 2, section 67 of 73 of the 
complete sequence • 


0.064 


2267 


AF378270 


Pangasius sp: ZZSH-2001 microsatellite PSP-G 456 sequence 


1.1 


2268 


XM_047227 


Homo sapiens hypothetical gene supported by AL122112 
(LOC92776); mRNA V - ;- >: 


0.38 ; 


2269. 


. AE002758 


Drosophila melanogaster genomic scaffold 14200001338593 1, 
complete sequence • : v ' 


;0.2 


"2270 


AL 115861 


Botrytis cinerea strain T4 cDNA library' under conditions of nitrogen 
deprivation ; : * : -. . %■ • 


a 14 


2271 


AE006407 


Lactococcus lactis subsp. lactis IL1403 section 169 of 218 of the • 
complete genome : ^ - 


1.8 i 


2272 


XM_049351 


Homo sapiens KIAA 1600 protein (KIAA1600), mRNA 


0.0007 


2273 


AE005977 


Caulobacter crescentus section 303 of 359 of the complete genome :' ; 


- 5.2 


2274 


XM_007057 


Homo sapiens chromosome 12 open reading frame 5 (C12orf5), 
mRNA ' . : ' :> ■ ' " ' '. . \ • - '• . : ' 


0.63 


■ 2275 


XM_031923 


Homo sapiens hypothetical gene supported by AK023761 . • 
(LOC90466), mRNA Y ' ; ' 


0.0000007 


2276 


AJ005330 


pCfAJI(-) SK positive selection cloning vector gltS gene 


• 3E-21 


2277 


XM_029246 


Homo sapiens collagen, type I, alpha 2 (COLIA2), mRNA 


0.051 


.2278 


'.-•t .>/ J 
AF 185279 


Homo sapiens polymerase delta small subunit (POLD2) gene, partial 
sequence '>■'■.• • '"■ : : 


0.002: 


2279 


AF080592 


Mus musculus centrin (Cetn2) gene, complete cds 


1.8 


2280 


XM__033626 


Homo sapiens nucleoporin-tike protein I (NLP_1), mRNA 


3.6 


2281 


AB01 1667 


Ipomoea purpurea genes for dihydroflavonol 4-reductase, complete . 

cds y: ■■ • ' ■ ."' 


' 0.25 


2282 


ABO 11667 


Ipomoea purpurea genes for dihydroflavonol 4-reductase, complete 

cds . -' c 'v >\ .> >:••''>•'•'.*.: •/- • . ' ' / J ... . • ' 


.0.25 


2283 ; 


XM_002698 


Homo sapiens LOC8963 5 (LOC89635), mRNA 


6.3 


2284 


, BC009385 


Homo sapiens,' clone IMAGE. 41 27835, mRNA 


0.61 


2285 


U39718 


Mycoplasma genitalium section 40 of 51 of the complete genome 


: 3.4 . 


2286 


; AB036755 


Schizosaccharomyces pombe spo 14/sti 1- gene for Secl2rlike protein, • 
complete cds : . . . - • v 


0.079 
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: Tabic 3 A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


5 ACCESSN 


: : % y ''r[ : *" : " - ■ ■ ' ' : • descrip ■ • • . ; ' . . - ; : ' • ' 


P. VALUE 


2287 


AF369960 


Sepiella maindroni isolate c 16S ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.22 


2288 


AE005360 


Escherichia coli 0157:H7 EDL933 genome, contig 2 of 3, section 29 

of 55 - V..:;;,;^^:;/- _ /• '-.V ! .';h 


■■■v 0.6 


2289 


;. U01034 ' 


Eastern equine encephalomyelitis virus North American antigenic 
variety nonstructural polyprotein and structural polyprotein genes, 
complete cds . ■' 




2290 


AF355103 : 


Pleurorus ostreatus linear mitochondrial plasmid mlp2, partial 
sequence •'. ' •• •. ;: : v.:-,--- 1 ^ .-V- • ~ . :'- :>"\ : - 


h - 5.7 • • 


2291 


■AC000043 


Homo sapiens Chromosome 22q 13 Cosmid Clone p74a8, complete ;- - 
sequence : -\ 'v"; 


0.085 


2292 


X89398 


H.sapieris ung gene for uracil DNA-glycosylase 


-: 0.71 


2293 


AY008264 


Yersinia enterocolitica phage shock protein locus, complete sequence. 


• 2^2 • 


2294 


AJO 11320 


Drosophila melanogaster Su(P) and anon-73Bl genes and partial o25 
gene and Pros26 gene - ; " 


•'"."-' 6.5- 


2295 


XM_040290 


Homo sapiens glutamate receptor, ionotropic, AMP A 1 (GRIA1), 
mRNA : ■ ■ -r : :''' : \ v>:->"" } - 


V 4 • 


2296 


• AJ293578 ; 


Homo sapiens partial MOCS1 gene, exons 2-8 


6,3 


2297 


BC007051 


Homo sapiens, clone MGC: 1 2465 IMAGE: 3 683 05 1 , mRNA, V ; ; 
complete cds ; ^ - ; • . •- v-v/-"" 


7E-32 ;; 


2298 


.' M23103 


B.subtilis spoIVCB gene, complete cds 


• 0.2 


2299 


AF280606 , 


Triticum aestivum omega gliadin pseudogene, complete sequence v 


0.24 


• * ' t 
2300 


> AF266095 : 


Platycnemis pennipes large subunit ribosomal RNA gene, partial 
sequence; tRNA-Valine gene, complete sequence; and small subunit > 
ribosomalRNA gene- partial sequence; mitochondrial genes for 
mitochondrial products . . , ' > : ^ 


0.077 


2301 


AF1 14927 r 


Saccharomyces pastorianus CBS 1538 small subunit ribosomal RNA 
gene, mitochondrial gene for mitochondrial RNA, complete sequence 


0;23 


2302 


M68901 


P.multocida adenylate cyclase (cya) gene, complete cds 


0.23 


2303 


AJ235878 


Amorphophallus kiusiuensis chloroplast atpB-rbcL spacer, isolate PL1 


0^23 


2304 : 


NM 016158 


Homo sapiens erythrocyte transmembrane protein (LOC51145), 
mRNA . • ; - •• . '• ■•U y -;'-' 


5E-34 


2305 


Y 17254 . 


Euplotes octocarinatus gamma-tubulin 2 micronuclear gene 


• ;.: 2.3 . 


2306 


... X99872 


Sulfolobus acidocaidarius pyrB gene 


- 0.033 : 


2307 


: X81001 


H.sapiens HCG II mRNA 


0.001 : 


2308 


Z80213 


Caenorhabditis elegans cosmid C09E9, complete sequence 


0.025 


2309 


AF257022 


Salmo salar clone BHMS7-009 microsatellite sequence 


0.74 


2310 


>AL138748 


Human DNA sequence from clone RP4 r 732Ei9 on chromosome 
Xq21.1-21.33 Contains GSSs, complete sequence [Homo sapiens] 


. 0.21 


2311 


;AJ409108:V 


Entamoeba histolytica rpl27a-2 gene for ribosomal protein large 
subunit 27a~2, exons 1-2 V ; ■ ."" ' ; : :> ? : " " 


: v 0.009 • 


2312 


v U26556 


Human ferritin H(FTHL 13) pseudogene ; - 


0.008 ; 
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.—•'.M '•:'/•'. Tabic 3 A Nearest Neighbor (BlastN vs. Genbank) ; 


SEQ ID 
NO 


ACCESSN 


' • V • '.ft ■■■■ : .V: ; ' A - : '.; • '• DESCRIP v: ; •,>;"-..' ^ ^' ; -rj : • " . 


P VALUE 


2313 


AF126320 


mitochondrial gene for mitochondrial product 


0.26 


2314 


AL1 37590 - 


Hnmn «:?inipn<j mRNA • cDNA DKF7n474l<C0fi10 YfTnm rinnp 

JTIVJIHU ddUlv<lLo 11 LEVI l W.L/li <TV -JL/1\_L A-jLtt J T^rvUVJlu ^AlVJlll V^lVJllV 

DKFZp434K0610) : • : 7v ~/:'AV; ./ : : -'.v - Ux^: 


' K : ' 2 ; . ■ 


2315 


Z81471 


C^apnnrhahditi^ ple&an^ cosiriid CM 4R4 comnletp sennenrp 


0.029 


2316 


AF001 567 


Helicobacter pylori, strain J9 9 section 128 of 132 of the complete, 


0.028 


2317 




Tribolium freemani Woot retrotransposon, partial sequence and 31 ~ 

inQfrtion iunpHon F3f 1 V • ■ " •' ; •.••* ' • • 


0.081 


2318 




Homo sapiens centrosomal P4.1 -associated protein; uncharacterized 
hemp marrow nrntein RM032 fRM032^ mRNA • ' ' : * 


2 2 


"2319 


AF269701 


Staphylococcus epidermidis strain SRI clone step.l017g02 genomic , 
sequence ' '/ x : ' . ••• ; .; : , ■ • ' . : 


■ 0.7 


2320 


: AF378183 


nn/7a catiA/ti r*i i ] ti \ick r \A\ \\ii\t\ c9 1 pvfr\cnlip firiipfo'cp-1 mRNA niirtfii] 

cds . ; • •:• ' - : • ,'• . v.-; ' • . 


6.9 


2321 


rt. i \J \.y\jy\J ■- 


vjryzd 5>diivd iiiiuiubdiciiiLc iviivvji'+i j L/Unidiiini^ ^n.i jazu, gciiuiiiiv- 


0.085 


.2322 




Human DNA sequence from clone RP1 1-533E16 on chromosome 6, 


0 00004 


2323 - 


A/11 


L.J rv UiUlCdoC, ^UIllJJICLC LUD, llCAUll dllU. 1V/V/XV g^llCS, Idol tAUHo 


0.026 


2324 


. AJ272029 


rio mo sapiens pdrudi geiie ior tyipivnic rcycpiui v^jl/ju diiu 
promoter region • • ; ; 


0.003 


2325 






0.75 


2326. 




Drospphila melanogaster genomic scaffold 142000013385820, 


o;o28 


2327 


7^4 1/17 ' 


Human DNA sequence from cosmid L129H7, Huntington's Disease 

tvClflvJllj Will U111Ul>vIH1vj ^UlVJ. J vVJIIldJILo IjldllVA , 


. 0 001 


2328 


U 1 z,jy\j ■.: 


TJoftnc nrirvpcriniQ F)TsJA RFT P marlcpr at lncn^ A4-03 


0.077 


2329 


VAyf H1SS9d 
.A1V1 VJJJZ.H- ■ 


Hnmn Qinipnq KTA A 1201 nrntein fKTAA 1 20H mRNA 


0.025 


2330 


XM_003575 


XJr\mr\ canipnc cnlnhlp lii/pr* antiopn/livpr tianPrPPC Jinfi<Tpn 
XlUIllU odpiCllo oUlliUlV llVClj dllU^Vlv HVyl pdHV^lv^do dllLi^Wll 

(LOG51091), mRNA : ; : V[ _ . ' : ; 


4E-27 


•2331: 


BC009503 


noino sapiciio, vji iu o pudac udiiMuuii. i,-viuiic ivivjv-. ■ 
IMAGE:2822947, mRNA, complete cds 


0.69 ' 


2332 


BC005572 ■: 


'Muc mucriilnQ <ynl(yi vPQinitar tnpmbrjitip trJifTiclcinp nrotsin nl8 

clorie MGC: 11601 JMAGE:3967968, mRNA, complete cds 


'0.78 


2333 


U39726 " : 


Mycoplasma genitalium section 48 of 5 1 of the complete genome 


o;o86 


2334 


XM_039942 


Homo sapiens Meis (mouse) homolog 3 (MEIS3), mRNA 


. 0.72 


2335 


X67506 


C.thermocellum ancA gene - 


0.084 


• 2336 


AL117553 


Homo sapiens mRNA; cDN A DKFZp564F 1 17 1 (from clone . 
DKFZp564F1171) V ; • . . - / • ' V 


0.22 


2337 


AFI15574; 


Pisurn sativum pathogenesis-related protein (DRR206-C) gene, , ^ 
complete cds ; ; . > • - \ : 


0.009 


2338 : 


Y11874 v 


M.musculus uPA gene; promoter sequence; . . 


."2.3 • 



300 





Table 3 A Nearest Neighbor (BlastN vs. Genbaiik) ■ 


SEQID 
NO 


ACCESSN 


• . * vvferQ'j-: - DESCRtP ■ • - ' : :. ; . 


P VALUE 


2339. 


. BC008277 


Mus musculus, Similar to Endothelin receptor type A, clone 
MGC6567 IMAGE:28 12426, mRNA, complete cds 


- 2 2 


2340 


XM_009543 


Homo sapiens transcription factor AP.-2 gamma (activating enhancer- 
binding protein 2 gamma) (TFAP2C), mRNA 


0.21 ■ 


2341 


NM_0 15809 


Mus musculus keratin-associated protein 5-4 (Krtap5-4), mRNA 


0.42 


2342 


AE000813 


Methanobacterium mennoautotropWcum from bases 206991 to 
217929 (section 19 of 148) of the complete genome 


~V\ 5.2 


2343 : 


, XM 614(532 


Homo sapiens hypothetical protein PR02832 (PR02832), mRNA 


0.0000005 


2344 


XM 034229 


Homo sapiens similar to hypothetical protein FL J 14260 (H. sapiens) 
(LOC90803), mRNA V 


0.069 


2345; 


XMi.033361 


Homo sapiens 62537 (FLJ00024), mRNA 


0.008 


;2346 


BC005332. - 


Homo sapiens, Similar to immunoglobulin kappa constant, clone 
MGC 12418 IMAGE.3934658, mRNA, complete cds ; • 


: 3E-33 


2347 


AF32M20 


Mus musculus gap junction membrane channel protein alpha 8 (Gja8) 
gene, complete cds . : 


; V : :2.r v ;; 


2348 


AB054512 


Berardius bairdii DNA, SINE flanking sequence Tuti35 locus 


0.77 


2349 


? Z98549' ' 


Plasmodium falciparum DN A *** SEQUENCING IN PROGRESS 
•*** from contig 3-14, complete sequence : ' 


0.029 


2351 


XM_033483 


Homo sapiens hypothetical gene supported by L3 9957; L43086;- > 
M85256; M99603; S56182; S73911; U07989; U79763; U96290; : . 
U96294; U96397; X58082; Z18327; AB006847; AB027436^ ; , V : 
AB027438; AF007572; AF035035;. AF052535; AF099196; v ; i 
AFI03384; AF103390; AF 103466; AF10> 


8E-33 


2352 


XMJ)33483 


Homo sapiens hypothetical gene supported by L39957; L43086; 
M85256; M99603; S56182; S73911; U07989; U79763; U96290;. r 
U96294; U96397; X58082; Z18327; AB006847; AB027436; ■ 
AB027438; AF007572;- AF035035; AF052535; AF099196; . \ . 
AF103384; AF103390; AF 103466;. AF10> 


- ■ - 

lE-27 


: 2353 


XM_033483 


Unmn Qjinipn<i tivnothptippil pptip <ninnortpd bvT.^9957* L43086* 
M85256; M99603; S56182; S739 11; U07989; U79763; U96290; ; ; • ' 
U96294; U96397; X58082; Z18327; AB006847; AB027436; • \ 
AB027438; AF007572; AFO35035; AF052535; AF099196; . 
AF103384; AF103390; AF103466; AF10> ; 


8E-33 


2354 . 


: XM_043728 


Homo sapiens hypothetical gene supported by AF074988 
(LOC92227), mRNA : : . - V / " ; ; ■ . -\ : 


6.001 


2355 


AE001425. 


Plasmodium falciparum chromosome 2, section 62 of 73 of the ' '; 
complete sequence . ' 


6.4 


2356 


• XMi033483 


Homo sapiens hypothetical gene supported by L39957; L43086; 
M85256; M99603; S56182; S73911; U07989; U79763; U96290; 
U96294; U96397; X58082; Z18327; AB006847; AB027436; '; jf 
AB027438; AF007572; AF035035; AF052535; AF099196; ;v: .f. 
AF103384; AF103390; AF103466; AF10> : ^ : 


9E-14/ 


; 2357 " 


^ AF184072"" 


Homo sapiens target of methylation : induced silencing 1 (TMS 1 ) gene, 
complete cds .• . v^'^r V '• ;\vT ;^'- ^ 


/ 6-6 • 
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V " ■; : - v" *: V Table 3A . Nearest Neighbor (BlastN vs. Genbank) " : - T ' \ * • 


SEQID 

.;. no 


ACCESSN 


■ / '•' ■ ' '■(■■ ' DESCRIP ••: "' 'y 'tV~3 ; ^ 


P VALUE 


2358 


XM 032:347 


nuiiiu papiciio icgiuii luiuaiuiiig i juo -aobULiaieu senne-argimne 

r\mtPin 1 ■ TT S-accnpiatpH cpnnp-arcnniTip r\iY>tpin 0 *. ' I 'l Q ocpnr»iotoH 

LJlUlGlll 1, i i_/0 _ dooVJV»fla.LVrfU. od 11 IC «1 lilillllC UIUICHI L , 1 l_>0~d3oU^lclLcCl 

serine-arginine protein 2; TLS -associated serine-arginine protein 2; 
TT^S-assnciated serine-arpinine nrotein 1* TT^SUasscvia^ *■ 




2360 . 


X54807 


Human PYT^PS pene for evtorhrnrne 5' flank anH pyhn 1 


0 00003 


2361, 


X67506 


P fhermncelliim anrA pene 


0.054 


2362 


AL5 13350 


Human DNA sequence from clone RP1 1-509D8 on chromosome 9, 
complete sequence [Homo sapiens] - ; 


0.003 


2363 


AF020663 


Homo sapiens myotubularin (IVTrMl) gene, promoter and exon 1 


0.068 


2364 


IJ43626 


Human chromosome 15ql l>ql3 putative DNA replication origin in 
the p-airiinobiitvric acid recentor 1>3 and 35. pene cluster ' ^ - 


.0.059 


2365 


AYO 19090 


Oryza saUya microsatellite MRG1415 containing (AT)X26, genomic 
sequence- • • ■ :••'.*"•• 


0.081 


2366 


U27586 


Cytophaga heparina heparinase III (HepC) gene, complete cds 


0.38 


2367 


XM 047192 


riUlllU odpiCllo ollllllcll IKj 1V1 I v/OUi riLA V I ^rl-rVllN, r\J\iy I r\\^ . 

MUSCLE ALPIiA ISOFORM, (MYHC-ALPHA) (M muscuhis) ^ ; 
(XdC92771V mRNA '• ' / ' ' Vv 


e-133 


•2368 


V M20319 


S.cerevisiae ATR1 gene conferring aminotriazole resistance, complete 

cds; . ' . V - ■ < 


1.3 


2369 


XM_051036 


T-Tnmn <;jiiiipn<; rarhnhvdratf* ^ker^tan sulfate 1 siilfotransfera'se 1 

(CHST1), mRNA ••• : : ; - ; ; ' / ' 


4.6 


2370 


AR062951 


Mjjrara faQeiniljiri*; tirain cDNA rlfvnP'OmnA-1 ^^Ol fiill insert • • 

0<wVl VX^i • ■ . - . ' . . "' 




2371 


U29335 


Pt si lrn sativum rlnne A/TRRTPPR62 wfiiind-indneihle rvtochrome P450 
mRNA, partial cds - ; v " ; ' - • ^ - / 


0.41 


.2372 


AF9796^0 


UrCapiciallla UlCd.iy Ut-Ulll bCIUVill Zjj llUUbUllltll 1VLN r\. allU JO 

ribosomal RNA genes, complete sequence; and dihydrofolate - ; 

rpHnrtasp TfolAi pptip nartial eHs ■ 


6.061 


2373 . 


AF179375 


A/tvpr»nlasma fpfrnentanc orfT) 1 ' pene Tn Qert inn sennenee TSIfi^OO ' 

IVxyOvyL/ltlolliCl iCl llit'lllcllio SjlULS L t,v/itv, 1 i 1 jLI liv i • 3WJU^iIwt> - lu 1U_/V1/, 

orfD2 gene ' ■ ' • 


0.61 


.2374 


XI 6876 


Snvhean FNOD2B gene for Nem-75 


0.96 


. 2375 * 


AF263831 


Homo sapiens chromosome 11 DNasel hypersensitive region 


2.7 .:• 


• 2376 


■ AF157162 


Syzygites megalocarpus 18S ribosomal RNA gene, partial sequence 


5.4 


2377 


AJ308588 


Medicago truncarula partial mRNA for nodulin 25 (nod25 gene),/ ; ' 
clone .3 ■ - vv/. v. --^ . - ■' ■. ' ; "\ • ." '•• 


4 6 


2378 


X02870 


Bovine gene for cytokeratin VIb 


0.053 


2379 


: AL590i57 - 


Human DNA sequence from clone RP 1 3 -420K 1 8 on chromosome X, 
complete sequence [Homo sapiens] - 


4E-08 ' • 


2380 


AF282242 


Plasmodium falciparum strain Dd2 chloroquine resistance marker 
protein gene, complete cds 


; '- "4.2.; 


2381 


Z24745 .' 


A.thaliana 2S albumin gene isoforms 1 and 2, complete CDS's 


• • 0.6 
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Tabic 3A Nearest Neighbor (BlasiN vs. Genbank) - V * •• - : 


SEQID 
NO 


ACCESSN 


• • ■ : : ■ DLSCRIP . ,_ : -• - r ..; • 


P VALUE 


2382 . 


AL035418 


Human DNA sequence from clone RP1-141I3 on chromosome 
22ql3. 1-13.33 Contains a GSS, complete sequence [Homo sapiens] 


1.6 


2383 


: Y 17968 


Galfus gallus mRNA for high mobility group 1 protein 


1.5 


2384 


XMJ)34735 


Homo sapiens similar to hypothetical protein FLJ21463 (H. sapiens) 
(LOC90883), mRNA ' *\ ' 


: 5.6 : 


2385 


AF001415 - 


Arabidopsis thaliana 1.4-3-3-like protein GF14 upsilon (GRF5) gene, 
complete cds ' . . • ; P ■ " / . Vi- 


1.3 r 


2386 


XM 009026 


Homo sapiens retinol dehydrogenase 8 (all-trans) (RDH8), mRNA 


19 


2387 


XM 003095 


Homo sapiens zinc finger protein 288 (ZNF288), mRNA 


1.8 


2388 


AE003083; 


Drosophila melanogaster genomic scaffold 142000013385449, 
complete sequence v .; V . ' 


0,51 


2389 


AE002798 


Drosophila melanogaster genomic scaffold 142000013385466, 
complete sequence 


0.018 


2390 


AL359506* 


Human DNA sequence from clone CTD-2007A7 on chromosome 20. 
Contains GSSs, complete sequence [Homo sapiens] - 


0.28 


2391 


.v U32726 


Haemophilus influenzae Rd section 41 of 163 of the complete genome 


: : 0.3 




ABO 10468 


Cypnnus carpio mRNA for CXC chemokine receptor- 1, complete cds 


0:9 




AE006886 


Sulfolobus solfataricus section 245 of 272 of the complete genome 


0.19 


. 2394 


Ml 98 10 


Human apolipoprotein B-l 00 (apoB) gene, exon 4 


0.43 


2395. 


AB005548 


Homo sapiens gene, for squamous ceil carcinoma antigen 2, partial cds 


0.0004 




AJ3 18337 


Plasmodium falciparum krueppell gene for Krueppel-like protein 


0.62 


Zj7 / 


U01102 


Human lung Clara cells 10 kda secretory protein (CC 10) gene, 
satellite and Alu repeat sequences, complete cds • •'. 


; 3.8 




AKO 17766 


Mus musculus 8 days embryo cDNA, R1KEN full-length enriched 
library, clone: 57305 12J02, full insert sequence. 


1-7 


9-200 


AE000032 


Mycoplasma pneumomae M129 section 48 of 63 of the complete 

genome.. '. "' "■■ :/\ ' , • ., . : - "'• '.■ 




^400 


AF333234 


Homo sapiens receptor activator of nuclear factor kappa B ligand 
(RANKL) gene, promoter region 




2401 ' 




Homo sapiens, clone MGC:9753 IMAGE: 3 85 5206, mRNA, complete 


18 


2402 


AK007856 


Mus musculus 10 day old male pancreas cDNA, RIKEN full-length 
enriched library, clone: 18 10054D07, full insert sequence 


2E-94 


2403 


AF 1 72723 


Homo sapiens integrin alpha 10 subunit (ITGA10) gene, exons 7 . ' 
through 17 and partial cds • 


0.21 


2404 


NM_026570 


Mus musculus glioma-amplified sequence-41 (Gas41 -pending), 
mRNA • " ' . . .. . V : : ; , ! ';.":V'"'- : - • /' r "i : • • 


; M.l • 


2405 


■ [ U78770 ; 


Mus musculus spasmolytic polypeptide (mSP) gene, complete cds 


1.8 " 
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m : Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


r^yX/"'^ : : -. '•- 


P VAT TTF 


2406 


U26729 


Human neprilysin gene, non-coding exon 3 


0.92 


2407 


. AE006346 


Lactococcus lactis snh^n lactic ri.1403 <;prtion 108 nf 918 r»f th<* 
complete genome • : , : ^ - v ; . -y - ' ' 


2 ; 


2408 


AF258783 • 


Fe1i<s catim Niemann-Pirk tvne 01 Hi<;pji<;p nrotpin fNTPOM mPMA 
complete cds C':' '.; ' ' ■ : ' > >■ r ' 


0.23 


2409 


AC007280 


Homn saniens B AO clone RP1 1 -33207 from 7n1 1 9-n91 rnmnlptP ■ 
sequence v ■-\". ' " •' ■*•' * •• "v '• ; " . -- - .. ' 


0 39 


2410 


D 13065 


Mycoplasma capricolum mcs4 gene for MCS4 RNA 


0.062 


2411 


AF 19605 8 


Drosophila pseudoobscura strain PSU606 period (per) gene, intron 4,: 
partial sequence , > " ? ' ■•• 


1.5 V' 


.2412 


AF3 70534 


Arabidoosis thaliana Putative L-ascorbate neroxidase (AT4 209010V 
mRNA, complete cds > V 


:1.8 


2413 


AF084197f 


Pongo pygmaeus gamma-aminobutyric acid receptor A5 subunit 
duplicated gene, 5TJTR region 


0.00009 


2414 


• Y17045 


Plasmodium falciparum gltS gene 


0.063 


2415 


AL021177 • 


Gaenorhabditis elegans cosmid Yl A5A, complete sequence 


0.22 


2416 


AJ238847- 


f)ro<;onhi1a Tnelano palter mRNA fordrosonhila dodeca-<;ate11ite 
protein I (DDP-1) ^ \ t-- '' : ". : • \-./--'"; v . ; - : ^• '••'•.ty 


0.22 


2417 


AB056333 . 


Macaca fascicularis brain cDNA, clone:QflA- 13486 


e-126 


2418 


AF 104821 


Danio rerio Hlx2 gene, promoter region 


0.056 


'2419 


AF 138960; 


Nepspora caninurri yc£24 protein (ycf24) gene, partial cds; DNA 

r]f*r\f*r\r\f*nt RWA nnH/tYi^riicp Hf^l^i cnHiinit frnr*R^ ctptip rnmnlpfp pHc* 
jinH OlSJ A HpnpriHpnt RNA nolvmprji^p hpta ^nViiinit 1 ^rnnOI^ p^pne ' 
partial cds, plastid genes for plastid products 


: 0.2l ' : 


2420 


AFHX71? 


Ftnpii*; rra<?<m<; mitochondrion nartial genome 


1.3 


2421 


782625 


R nrowii7ekii ffenom ic DN A fragment Tclone A3 96F^ 


0.46 


2422 • 


XM_0li5945 


Homo sapiens hypothetical protein FLJ13842 (FLJ13842), mRNA 


6E-62 


2423 


X57010 ' : 


Human COL2A1 gene for collagen 11 alpha 1 chain, exons E2-E15 


0^63 


2424 


AF283525 ' 


Homo sar>iens FEP2 i?ene exons 11 12 and 13 


4E-71 


2425 


AK013530 


Mus musculus adult male hippocampus cDNA, RJKEN full-length 
enriched library, clone:2900012M01, full insert sequence 


5.3 


2426 


D86077 , 


Homo sapiens DNA for cyclin G, partial cds 


0.02 


• 2427 


X94208 


H.sapiens TPR gene ( 1 12 lbp) 


0.19 


2428 


AF2 11528 


Nicotiana tabacum Avr9/Cf-9 rapidly elicited protein 4 (ACRE4) 
mRNA, complete cds • . 


0.22 


2430 


L35688. 


Homo sapiens (subclone H9 lO dlO from PI LBL#3) DNA sequence 


5E-08 


2431 


* U59711 • 


Cavia porcellus seminal vesicle secretory, protein S VP- 1/-3/-4 gene, 
completecds 7 "■ {■■. "'■ .-•■•' '-«. 


0.14 


2432 


AK023305 


Homo sapiens cDNA FLJ13243 fis, clone OV ARC 1000622 


. 0.002 


"2433 


. AB048868 


Macaca fascicularis brain cDNA, clone:QnpA-10055 


0.044 


2434 


AF167585 


Homo sapiens clone C I 3 immunoglobulin heavy chain variable region 
gene, partial cds, ■ ; 


o:i3 . 


2435 


ABO 13 796 


Ceratopteris richardii mRNA for CRHB6, complete cds 


,0.024 
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v - ! Table 3 A Nearest Neighbor (BlastN vs. Genbank) : ; 


SEQID 
NO 






D \ J A T T IT? 


2436 : 




rlUlllU odpieilo puidSMUUl t/llallllUl ^rv^iNV^J^ gdie, eXOll rr • 




2437 


AF9ft99219 
/YT.ZoZZrtZ • 


Plasmodium falciparum strain Dd2 chloroquine resistance marker 
proiem gene, t-uiiipicLc cus . - . 


U.Zz 


2438 


A Vfl 1 8707 


Oryza sativa microsatellite MRG0632 containing (AT)X14> genomic 

sequence'. .- - • .- .... „• • • - :. 


n A79 


2439 


77/1971 


o.cereviside ciiroiuosoiue iv redding irame vjtvr ijl/l,zzj\v . 


. n A9Q 


2440 


A V09 1 9^7 


Oryza sativa microsatellite MRG3582 containing (TA)X22, genomic 
sequence ~ 


U.Ulo 


2441 


XMJH2164 


Homo sapiens STE20-like kinase (J1K), rnRN A 


0.27 


2442 


XlVT 036587 


Homo sapiens hypothetical protein DKFZp564B1023 = *, . 
(DKFZP564B1023), mRNA 


0.008 * 


2443 


AT 11 97/11 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
aeprivauon 




2444 


ATin9n<;7^ 


V^OIlOCCpUdlUni UUIiieUIIl .poUrV gCUC, LUIlipiClC LUb, aLlcUli J IjpC 


0 074 


2445 


RP001779 
. oUUUl / /z 


Homo sapiens, Similar to glutaminyi-tRN A synthetase, clone 

iVIvJv^.i9ZJ 11V1A.VJI1. J JTJ /ZO, llll\J.N/\, LUUipiClL LUb 


. j . j. 


2446 


; AF289113 


Drosophila montana clone mon 10 transposdn Penelope gene !■ ; 
sequence'. • : -.^ ; '"4-">;r;, - : v- : : : " ■['■'. r 


- 0 064 


2447 


XM J) 15806 


Homo sapiens hypothetical protein FLJ2262 1 (FLJ2262 1), mRNA. 


• • 0 


2448 , 


- A VT>/17^Q 

A i WfJjy 


L/rosopniia iiieidiiogasier: vjriu / jo j luii lengui 




2449 


XM_052662 


Homo sapieris amino^errninal enhancer of split (AES), mRNA 


0.59 


2450 


• AL 138723 


Human l/jn a sequence rrom clone Kr 1 1-4401N 1 on enromosome 0, 
complete sequence [Homo sapiens] 


0.008 


2451 


At [jl JoV 


Dermatobia hominis strain Ponta Gross^t tRNA-Ile gene, partial - r 
sequence" D-loop, complete sequence^ and 12S ribosomal RNA, 
partial sequence, rmiocnoncinai genes ior uiiiocnonandi proaucis 


u.tu 


2452 


JNM_U 1 0 1 Z J 


nomo sapiens nypouieucai protein ruj \.\jd i i ^ri^j ikjj i / j, iiLrviN/A. 


0 91 


2453 ; - 


XM_042803 


Homo sapiens hypothetical gene supported by AL359651 
(LOC92091), mRNA ' ' - 


:- ::: "l : .9' : /.^- 


,2454 


AE001397 


Plasmodium falciparum chromosome 2, section 34 of 73 of the ; 
complete sequence 


;.^5..- 


2455 


A T?f\ 1 

ArUl fyyo 


ivius muscuius lysosonidj aciu lipase gene, pronioiei icgiuii 


0 099 


,2456 


■AJVl_UzfS4UV 


rjAmn roni^nc l^T A A 1 527 1 nrnt^in TRTT A A 1 R7l ^ mPIM A 

riomo sapiens is. i /\/\ i o / 1 proiem ^rvi/\/\io / l), iiusr i *r\ 


0.0003 


2457 


v\yf Ci<\ £09 


Wr\mr\ car\if»Tic 1<TT A A 1 70^ nrntpin YK"T A A 1 705^ mRNA 
riomo sapiens j\ji/\/>. i / uj . pruiciii ^rvJL/v/A. i / uj;, hiivln /v 


0.0003 


2458 


U00037 


Caenorhabditis elegans cosmid T20H4. . 


0.073 


2459 


: AL138748 " . 


Human DNA sequence from clone RP4-732E19 on chromosome • 
Xq2 1 . 1-2 1.33 Contains GSSs, complete sequence [Homo sapiens] : 


0.2 v 


2460 


J AF052744- 


Homo sapiens transcriptional repressor p54 gene, promoter region and 
partial cds 


1.8 


2461 


XM_007006 


Homo sapiens KI AA0985 protein (KIAA0985), mRNA 


1.7 ' , • 


2462 


AF303046 


Homo sapiens prostinogen mRNA, complete cds 


0.44 


2463 


AK023562 


Homo sapiens cDNA FLJ13500 fis, clone PLACE1004693 , , v 


• e-116 
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; Table 3A Nearest Neighbor (BlastN vs. Genbank) - : 


SEQ ID 
NO 


ACCfcooJN 




ii \ r a T" t n - * 

P VALUE 


2464 


ArU76692 


Aspergillus fumigatus aureobasidin-resistance protein (aurl) mRNA, >. 
complete cds • . , . ' -;V-v 


- 3.2 


2465 


A TTA C A *C 1 <C 


Glossina morsitans morsitans thrombin inhibitor precursor (TTI) 
mRNA^ complete cds , ? % ; ._ : ••'-'*• 


"0.44 


2466 


Z54147 


Human DNA sequence from cosmid L129H7, Huntington's Disease 
Region, chromosome 4p 16. 3 contains CpG island 


. 4E-09 


2467 ' 


XM .040290 


Homo sapiens glutamate receptor, iqnotropic, AMP A 1 (GRIA1), 
mRNA ^ : : ' ; - . V ' - • ' : •-•.v.-;', '• 


••'••■-4 '.■ 


2468 


A ■\7TioV' C I O 

AY026512 


Rattus norvegicus dynem-associated protein RKM23 (km23) mRNA, 
complete cds 


1.5 




AY033091 


Plasmodium berghei Pbs36 gene, complete cds ,.' ' ■ ; ■-■ 


0.0008 


9470 

Z-T^ t.\J 


XM 051572 


Horrio sapiens heat shock transcription factor 2 (HSF2), mRNA 


2E-42 , 


.2471 


AF287003 


Floriceps minacanthus 18S ribosomal RNA gene, complete sequence 


- J.8 - 


947? 


X99872 ; 


Sulfolobus acidocaldarius pyrB gene . 


0.2 


2473 ''' 


U49451 


Bombina orientalis SAP bombesin preprohormone mRNA, complete 

COS; - I- .<...' '• • ■;_> ■ . •• ; .-: : : 


0.56 


2474 


• AC024819 


Caenorhabditis elegans cosmid Y55B1AL, complete sequence 


•06.9 


947S .-. 


AF282602 


Litoria subglandulosa strain S AMA_R5 1 05 1 N ADH dehydrogenase 
subumt 4 (ND4) gene, partial cds; mitochondnal gene for 
mitochondrial product >• : ; : ' • 


0.073 - 


9476 


AL591343 


Human DNA sequence from clone RP11-260H5 on chromosome 6, 
complete sequence [Homo sapiens] 


0.24 


'•9477 


Z69375 • 


Human DNA sequence from cosmid L174G8, Huntingtovs Disease . 
Region, chromosome 4p 1 6.3 . • 


TP 1 f~ ' 

3brl6 


9478 


U32174 


Dictyostelium discoideum spore lysis A (spl A) gene, complete cds 


U.2D 


947Q 


XM_045095 


Homo sapiens KIAA1320 protein (K1AA1320), mRNA 


0.53 




, . AY035224 


Gallus gallus cardiac muscle factor 1 gene, partial cds 


A TO 

0.78 


948 1 


D 14567 


Penicillium urticae mitochondrial 1-rRNA (large rRNA) gene and its 
flanking region ' 


• A ^ C 

0.25 


9489 


AF1 19218 


HI V-1 strain 96CG38. 10 from Republic of the Congo, envelope 
glycoprotein, C2-C4 region (env) gene, partial cds 


A A AO 


948^ 


AF386963 


Arabidopsis thaliana Unknown protein mRNA, complete cds 


. 0.057 


9484 


. Z19595 


C. elegans her- 1 gene j v ■ 


. . U. ly 


948^ 


AE006341 


Lactococcus lactis subsp. lactis IL1403 section 103 of 218 of the -■ 
complete genome 


6.1 


,2486 


>' AL58383 1 


xiumdri l/in/\ sequence lruiii cioue ivr i ir*toi7i^iu uii t/iiiuiiiuouiiic u, 
complete sequence [Homo sapiens] 


0.23 V 


.2487 


NCJ301617 


Human rhihovirus 89 


0.078 


2488 


X65859 


H. sapiens pseudogene for the low affinity 3L-8 receptor ; 


• 5.7 


2489 1 


: AE'0075p8 v 


Streptococcus pneumoniae section 191 of 194 of the complete genome 


y 0.63 


• 2490 


.AF 199367 / 


Entamoeba histolytica cdc48-like protein gene, complete cds 


0.56 


2491 


AF211160 


Pseudonaja textilis tissue-type liver phospholipase A2 inhibitor beta ,,; 
subunit isoform PTI-2B mRNA, complete cds : 


' - : 22 r ' 
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l: " Table 3A Nearest Neighbor (BlastN vs. Genbank) . 


SEQID 
NO 


; ACCESSN 


;-^-;V:V DESCRIP V ; ; ■ v^-;' ; 


P VALUE 


2492 


AL000813 


Methanobacterium thermoautotrophicum from bases 206991 to . -.• 
217929 (section 19 oi 148) oi tne complete genome 


; 5.5 . 


• 2493 


: I : U67604 /? : 


Methanococcus-jannaschii section 146 of 150 of the complete genome 




2494 


:D 16253 " 


Pichia canadensis mitochondrial gene for NADH dehydrogenase - ;, 
subunit 5, complete cds ' v - -=/ 


0.006 


2495 


NC1001530 


Human papillomavirus type 47, complete genome 


.• •-5.4 •• 


2496 


Arzoo43 / . 


Pseudavenzoaria ochropodis from host Tringa ochropus 16S 
ribosomal RNA gene, partial sequence; mitochondrial gene for y 
mitochondrial product 


n a. 


2497 


XM_006069 


Homo sapiens weel+ (S. pombe) homolog (WEE1), mRNA 


3E-26 




AF3 14019 


Rana boylii NAJDH dehydrogenase subunit I (ND1) gene, partial cds; 
tRNA-Ile, tRNA-GIn, and tRNA-Met genes, complete sequence; 
NADH dehydrogenase subumt II (ND2) gene, complete cds; tRNA- 
Trp, tRNA- Ala, tRNA-Asn, tRN A-Cys, and tRN A-Tyr genes, , , • 
complete se> . . 1; : V 


1.4 




A T>^ * - ■* /"I ft 

• AJ314911 


Dictyosteliuni discoideum DrnA gene for putative RNaselll, exons 1-3 


U.jl 


9 son 


M35228 


Vesicular stomatitis virus (strain 86 -GM-B) glycoprotein gene, ; v 
complete cds ' 


U.4D - ... 


Ljv) 1 


AB021290 


Homo sapiens gene for chondromodulin-1, promoter and partial cds 




2502 


AJ307807 


Astrammina rara partial 1 8S rRNA gene, isolate A44 


3.5 


Z.JV/J5 


AB005148 


Bos taurus mRNA for IL-1 receptor antagonist, complete cds 


f\ QA 

U.84 




AE002687 


Drosophila melanogaster genomic scaffold 142000013385743, ■> 
complete sequence . 






AF053496 


Caenorhabditis elegans beta chain spectrin homolog Smal (smal) ; 
mRNA, complete cds 




ZJvO 


X59611 


E.coli IncFV plasmid pED208 oriT region with genes traM, traJ and 
traY (part ) 


-■- . U.U4J 




XMJ)5l897 


Homo sapiens phospholipase A2, group IVA (cytosolic, calcium- - 
dependent) (PL A2G4A)i mRNA 




2508 


AJ 132890 


Bos taurus mRNA for acetyl -CbA-carboxylase 


0.18 




Y13537 


Homo sapiens LAG-3 gene, 3' region 


1.7 


2510 


AE002149 


Ureaplasma urealyticum section 50 of 59 of the complete genome 


O 077 


:? 7511 


v AF170S7V 


Influenza C virus CI Johannesburg/ 1/66 segment 5 nucleoprotein (NP) 

gWllV^, ^J<11 Lltll WO -• 


2.4 


•2512 


• AK016507 


Mus muscuhis adult male testis cDNA, RIKEN fullrlength eiiriched .. 
library, clone:4931439C15, full insert sequence 


6.8 


2513 


AL354664 


Human DNA sequence from clone RP1 1-209D8 on chromosome 6. 
Contains ESTs and GSSs. Contains part of the COL 12 A1 gene for.; ;/ 
collagen type XII, alpha 1, complete sequence [Homo sapiens] 


^ 0.082 


2514 


AB042531 


Pisum sativum PsEXT mRNA for xyloglucan endofransglycosylase,. • 
complete cds / ■ - ' r .'yr ■" ■ ' • '■■ '"' r " : 


^ 2E-12- 
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" /. r '/ V ; ' Table 3A "Nearest Neighbor (BlastNVs/Genbank) ~ 


SEQID 
NO 


ACCESSN 


:• ' 7 : : - •„ • .' : '"' ; 'V DESCRIP • -S V/'/' ' V"."'. : : ^ ' : 


P VALUE 


2515 


; AL590371 


Human DNA sequence from clone RP11-295H23 on chromosome 6, 
complete sequence [Homo sapiens] 7*- 


1.5 


2516 


AF3 34780 


Homo saniens nreeriancv-indiiced growth inhibitor OKI .18 pptip 
partial cds < . './•■;_'• ; \"v ' 


0.8 


2517 


AF362371' 


Dictyostelium discoideum histidine kinase Dhkl (dhkl) gene, 
complete cds - / . : r v : V 


0.021 r 


2518 


NM 012608 


Rattus norvegicus Membrane metallo-endbpeptidase (neutral 
endopeptidase/enkephal inasc) (Mine), mRNA .f^-C 


' : 2. 


2519. 


BC007173 


Mus musculus, clone IMAGE: -3 493 12 7, mRNA, partial cds 


5E-53 


2520, 


Y 13870 ':. 


Homo sapiens mRNA containing (CAG)6 repeat, clone CZ-CAG-12 


0.06 : 


2521 


; AF051769 


Homo sapiens hyaluronidase-like pseudogene 1 (HY ALP 1), partial 
sequence. •-/ • v - : ^ ,: ; .•■V.' : ~"- v* v 


0.009 ; 


2522 : 


: AF309947, 


Dictyostelium discoideum RaclA (raclA) gene,, complete cds; and 
unknown gene 


0.77 


2523 


AF128392 


Arabidopsis thaliana BAC F15P23 


0.22 


- 2524 V 


:'.AK020739 


Mus musculus adult male spinal cord cDNA, R1KJEN full-length 
enriched library, clone : A3 30 106L 17, full insert sequence : 


. . 7.2 • 


2525 


Y09472 


B.taurus gene encoding preprododecapeptide 


0.24 


2526 


•• r - D87922 


Rat DNA for 3'UTR of skeletal muscle sodium channel, partial 
cpfiuence • """••* • ' • ■'. • ,r '• ,* *• • ■ ; •>-•. . .' : • 

OVU Llvl ivv „*•*.'*.. * *• * 


; 0.4 


2527 


'J- U70865 


Carassius auratus CCK8 precursor, mRNA, complete cds 


; 0.67 


2528 


, ABO 12624 


Rnmn saniens FIJI penp for FRGR transcrintion hictor intron 4 arid 
partial cds • . . '-. ~ - .'• '•' 


0.054 


252? 


AF1 80499 


Crornta crocnta microsatellite Ccrl2 seauence 


0.083 


.2530 . 


; AL078640 • 


Human DNA sequence from clone 536P6 on chromosome 22. 
Contains an EST; complete sequence [Homo sapiens] 


2E-11 7 


2531 


76Vl 84 : ! 


H. sapiens CpG island DNA genomic Msel fragment, clone 7a 1, 

forward rpadcno7a1 fHd - ; ' • : ' 


6E-22 


2532 


Al 1 69055 


Homo sapiens mRNA; cDNA DKFZp76 1 M2223 (from clone 
DKFZn761M2223V : ^ " ' . , 


0.022 - 


2533 ■ 


•AE001392 


Plasmodium falHnamm chromosome 2 section 29 of 73 of the 
complete sequence ; . . 


: :\6.5';' :, \ 


2535. 


'AF202903 


^r»r4mnQrhvH<=»rmi5i rprpjiTia vnr T)77-^71R intprnal transcrihed snacer 

OUUIUUdCliy UCl lllld Cdlld Veil . 1-// / lUlt/l Hal 11 uliXl lU^U j^a^^i 

1; 5.8S ribosomal RNA gene and internal transcribed spacer 2/ 
complete sequence; and large subunit ribosomal RNA gene, partial 
sequence .• . ' 


0.14 : 


2536 


, U59487 . ' 


Borrelia burgdorferi P3 5 antigen protein gene, and 7.5 kDa . : 
lipoprotein gene, complete cds •: ■■■■ " : . 


0.029 


2537 


,XM 030999 


Homo sapiens KIAA0444 protein (KIAA0444), mRNA 


0.012 ! 


-2538 


AF302838 / 


Mus musculus putative tumor suppressor LEU2 gene, exons 1 and 2 


0.63 


2539 ; 


AF 125423 


Bresiliidae gen. sp: LSP21-1 cytochrome oxidase I gene, partial cds;... 
mitochondrial gene for mitochondrial product . ; 


; 0.66 


* 2540 


'AP001348 


Homo sapiens genomic DNA, chromosome 2 lq2 1. l-q2 1.2 j. 
clone:f39G8, LL56-APP region^complete sequence > ' ' r 


V 0.42 • ' 
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; Table 3 A Nearest Neighbor (BlastN vs. Genbank) , 


SEQID 
NO 


ACCRSSN 


■ ' ■ descrip ; • "J:-.--^- - *Vv;-, 


P VALUE 


2541 


XM-_028324 


Homo sapiens hypothetical protein FLJ141 95; KIAA 17 14 protein 
(rLJ 14 193), mRNA 


\ 8E-98 


2542 


AJF238860 


Streptococcus mutans mutacin I biosynthesis gene cluster, partial 
sequence ; ;■ •'. ': ) >• \ : ■ . /:•.••'' : '- • •• : ;. ■' 


4.6 


2543 


AE005391 


Escherichia coli 0157.H7 EDL933 genome, contig 3 of 3, section 10 

of 290 — "v.:. - ; :' : .'\ ' X 


1.6 


2544 


AK024518 


Homo sapiens cDNA: FLJ20865 fis, clone ADKA01850 


0.06 


2545 


: AK026595 


Homo sapiens cDNA: FLJ22942 fis, clone KAT08170, highly similar 
to HUMMHBW62 Homo sapiens (clone pMF 1 8) MHC class I HLA : 
Bw62 mRNA r . v • v ' • \ 


4E-39 


2546 3 


AL44916.3 


Human DN A sequence from clone RP1 1-533E 16 on chromosome 6, , 
complete sequence [Homo sapiens] 


2.3 


9S47 

ZJt/' 


AJ305053 


Caprine arthritis-encephalitis virus proviral partial pol gene for Pol 
protein (reverse transcriptase), isolate CAEV Br/UFRCjS-2/C767 i 


U.69 


2548 


AF283067 


Homo sapiens clone 3ptel cl lbt3 sequence 


1E-41 




AF286431 


Bychovskiata intermedia from host Charadrius leschenaulti 16S 
ribosomai RNA gene, partial sequence; mitochondrial gene for 
mitochondrial product v : / : . : 


0.94 : 


9S50 


L35232 


Schizosaccharomyces pombe deoxyribonuclease (exo2) gene, exons 1- 
3, complete cds : ^ :. .">-/•' 




9 SSI 


AF3 19044 


Methanosarcina acetivorans strain C2A MtaF (mtaF) and MtaG 
(mtaG) genes, complete cds - 


A A1 A 


9552 


XM_0 18334 


Homo sapiens hypothetical protein FLJ22418 (FLJ22418), mRNA. 


A A 1 1 

U.013 


• 9SSV 


> U35862* 


Visna virus clone 678 env3.2 envelope polyprotein (env) gene, partial 

cds •• , ' ■ ' • ' ' •/ ' : ; ." • ' 


0.17 


•2554- 


M20005 


N.crassa comdation-specific protein genes con-10 (complete cds.) and 
con- 13 (3 flank) 


A A^7A 

0.079 




AB050531 


Macaca fascicularis brain cDNA, clone:QnpA-20907 ; 


14 


?SS^i 


AB009693 


Mus musculus gene for mafG, complete cds 


.5.6 


• 9SS7 i 


U67593 


Methanococcus jannasclui section 135 of 150 of the complete genome 


A A*> A - 


2558 


XNT028292 


Homo sapiens x 009 protein (MDS009), mRNA 




2559 


• ;^U67578 


Methanococcus jannaschii section 120 of 150 of the complete genome 


1.8 V 








1.9 


2561 


; : AF363230 


Phascolion strombi homeodomain transcription factor Gsx (Gsx) 
gene, partial cds- - ; . . ' - ; 


■ 0.59 ' 


: 2562/. 


NM 0192 1 1 


Rattus norvegicus RAS guanyl releasing protein 1 (Rasgrp), mRNA 


; 2.5 


2563 


' U60070 / 


Solanum tuberosum disease resistance homolog (St 121) gene, partial . 

cds'.- ; .;•= • ! ' ■ ' ; • ••' : * 


0.68 


25*64 ' 


;: AE0b6593 ' 


Streptococcus pyogenes Ml GAS strain SF370, section 122 of 167 of; 
the complete genome ' :■ v ^ - 


ao62 f 
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■y . v' Table 3A Nearest Neighbor (BlastN vs. Genbank) vV'O--- ■ : - l : 


SEQID 
NO 


ACCESSN 


/ • ■ r : . . .' DESCRIP V . 'v'y ". 


P VALUE 


2565 


AF 147231 


Wilkcsia gymnoxiphium AS APET AL A 1 - A (ASAP 1 -A) gene, exons 3 
through 8, partial cds :% 


0.026 


2566 . 


AK018656 


Mus musculus adult male cecum cDNA, RIKEN full-length enriched 
library, clone:9130402C12, full insert sequence/ ; ; : • ; 


A'0.74 


2567 


X65859 


H.sapiens pseudogene for the low affinity EL-8 receptor 


. •■ 5.4 ' 


2568 


XMj)30855 


Homo sapiens similar to KIAA1361 protein (H. sapiens) (LOC90315), 
mRNA ' - ; V-. V : • . ; ■ /' • ';■ ' '■''•-^^.•vv?= ; -; 


0.65' 


2569 


XMJ)31726 


Homo sapiens hypothetical protein FL) 12577 (FLJ12577), mRNA 


• ^2 1 '. 


2570; 


Z68749 


Cacnorhabdifis elegans cosmid F56H1 1, complete sequence 


: 0.025 ; 


'■2571; 


AE000020 ; 


Mycoplasma pneumoniae Ml 29 section 60 of 63 of the complete , 
genome 1 : v \ ;: ; , « ; .' '--'.V > ' -- '.l . ' ;*. " 


' : 0. 17 • 


2572 


: U6309I v 


Oryctolagus cuniculus beta^globin-like gene cluster: locus control 
region ; -;; C '." V;; ' v -V ' 


0J3 


: 2573. • 


• BC001339 


Homo sapiens, clone IMAGE.3461 987, mRNA, partial cds 


1E-31 : . 


2574 


U86962 


Dictyostelium discoideum MigA (migA) gene, complete cds 


0.9 


2575 \ 


: AY021629 


Oryza sativa microsatellite MRG3954 containing (TA)X30, genomic 
sequence :'■■■< . ":" :>•■ ' T - ' r" ■ '■ .'" f,- 


; 6.5 


2576 


>AB063077 


Macaca fascicidaris brain cDNA clone:QtrA-l 3349, full insert ; <•;..•': 
sequence ';•/.' ■ J" : ::r • •• . 


< 0.59 


2577:' 


XM 044332 


Homo sapiens piwi (Drosophila)rlike 1 (PIWIL1), mRNA 


;■ 4E-28 . 


'2578 


Z97185 , 


S.pombe chromosome I cosmid cl6A10 


• 1.5 ' 


2579 


; L43603 


: './" 'v:': """.* '•' ••' ••V- .' /.' •".* r '■ • ... V. : /;• 
Callus gallus Na+/K+-ATPase alpha- 1 subunit gene, promoter region 


V 6.7 


2580 


ACO 16645 


Homo sapiens chromosome 5 clone RP11-54A24, complete sequence 


0.0001 : 


2581 


AE001408 


Plasmodium falciparum chromosome 2, section 45 of 73 of the 
complete sequence 


0.25 


2582. 


AF067699 


Ischnura prognata cytochrome b (cytb) gene, mitochondrial gene . 
encoding mitochondrial protein, partial cds 


^ 0.45 


2583 . 


AC026061 


Homo sapiens B AC clone RP11-223K9 from Y, complete sequence 


2E-15 


2584 


Y13537 


Homo sapiens LAG-3 gene, 3' region 


:• 0.24 


2585 • 


■ ' AE005977 


Caulobacter crescentus section 303 of 359 of the complete genome 


5.5 


2586 


' U13190- 


Angiostrpngylus cantonensis clone G-2 retrotransposable element . . . 

act-k ■ " " - ; ' y "~ 


"0.077 . 


2587 


AF364550 


Drosophila melanogaster transposon cruiser, complete sequence 


: 0.07 • 


2588 


XM 034 146' 


Homo sapiens CD36 ; antigen (collagen type I receptor, r/' > i 
thrombospondin receptor) (CD36), mRNA • 


• 6.62 " 


2589 


AFO 14580 


Gonioctena viminalis 12S ribosomal RNA gene, mitochondrial gene 
for mitochondrial RNA, partial sequence 


2.1 ; • 


•'2590 


XM_042643^ 


Homo sapiens hypothetical protein DKFZp434G 131 . - ' : • : 
(DKFZP434G131), mRNA . : v>l "i ; ; : 


: 6.68 


2591 


BC004324 


Homo sapiens, ribosomal protein S16, clone MGC: 10931 >' ;; {V v 
fMAGE:3628799, mRNA, complete cds V ; ' . v ! 


0.006. 
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Table 3 A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


: r ; -/^-;'-;v • : descrip ,•••;■;>' 


P VALUE 


2592 


U42430 


Mesocricetus auratus CD36 mRNA, complete cds 


0.71. 


2593 


: U16137 


Saccharomyces cerevisiae Mvplp (MVP1) gene, complete cds 


v 4.7 


2594 


AB047954 


Macaca fascicularis brain cDNA, clone.QnpA- 12630 


0.65 


•2595 


AF261697 


Homo sapiens clone 17ptel_c39t3 sequence • ; 


.0.024 


2596 


AF162598 


Drosophila virilis strain w!59 zeste protein (z) gene, partial cds 


0.063 


;2597 


. U40255 . 


Peromyscus sejugis ND3 and ND4L genes, complete cds, tRNA(arg) 
gene, complete sequence, tRNA(gly) gene, partial sequence, and ND4 
gene, partial cds, mitochondrial genes encoding mitochondrial 
products 


0.67 


2598 


; Z63251 


H. sapiens CpG island DNA genomic Msel fragment, clone 7hl0, 
forward read cpg7h 10. fl a > : : 


0.003 


2599 


Y U68150 


Chelonus sp. 16S mitochondrial ribosomal RNA, mitochondrial gene, 
partial sequence "' ; ; ! ; 


; 0.003 


2600 


■ ; AF 13 8281 


Arabidopsis thaiiana phosphblipase D-gamma-2 mRNA, complete cds 


0.071 


2601 


AF069985 


Mus musculus nitrilase homolog 1 (Nit 1) gene, alternatively spliced 
product, complete cds *j ! - ^> • . - 


0.39 


2602 


M83134 ; 


Human gerrnline IgH chain (hv3005) V3 -region . \ ■ 


0.35 


2603 


-.: AF275245 


Trama rara 12S small subunit ribosomal RNA £ene oartial seauencc 
tRNA-Val gene, complete sequence, and 16S large subunit ribosomal 
RNA gene, partial sequence; mitochondrial genes for mitochondrial 
products ' . ?, -v" - • 


0.59 


2604 


X93302 


Sxerevisiae mRNA for Msn5 protein 


0.05 


2605 


AKO 15536 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4930470H18, full insert sequence 


• 0.7 


2606 


AC087735 


Caenorhabditis elegans cosmid Y35H6, complete sequence . 


0.022 , 


2607/ 


: AJ271002 , 


Mus musculus TFFl/pS2 gene for Trefoil Factorl/pS2, exons 1-3 


: 0.73 


2608 


NM_0 19664 


Mus musculus potassium inwardly-rectifying channel, subfamily J, 
member 15 (Kcnj 15), mRNA 


... ' 5.8 i 


2609 


AL450330 ■■ 


Human DNA sequence from clone RP1 1-162H13 on chromosome 6 
Contains GSSs, complete sequence [Homo sapiens] 


0.25. 


2610 


• Z24671 


H. sapiens (D1S5 14) DNA segment containing (C A) repeat; clone 
AFMa 1 5 1 za5 , single read 


0.007 


2611 


AE000773 


Aquifex aeolicus section 105 of 109 of the complete genome 


0.34 


2612 


X9350S 


E. histolytica mRNA for 170kDa subunit of galactose/N- 
acetylgalactosamine binding lectin i 


0.054 ' 


2613 


AK003780 


Mus musculus 18 days embryo cDNA, RIKEN full-length enriched 
library, clone: 11 10018121, full insert sequence 


0.15 ^ 


2614 


, L81687 


Homo sapiens (subclone l_c 12 from PI H54) DNA sequence, 
complete sequence • ' — • : . - 


' 5.2 


2615 


Ml 0090 


Human myoglobin gene, exon 1 


0.13 


2616 


NC_002670 


Bacteriophage bIL3 1 1 , complete genome 


0.061 


: 2617 


ABO 16259 


Oryzias latipes gene for cardiac muscle actin, complete cds 


0.19 


-2618 


••:U67578: 


Methanococcus jannaschii section 120 of 150 of the complete genome 
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Table 3A Nearest Neighbor (BlastNvs: Gentiank) 


SEQ ED 
NO 




:"7. *.'*-."\! ; 7- «7,:'--* 77 ''' HF^nPRTP '•'•v-7 ••>...■•'-• .'7 • 


FI \ 7 AT T TT7 


,' 2619 


t\r IoOZjo 


riomo sapiens sunoirdnsierase 11^1 \ouli icjj gene, exons z and 3 


0.002 


2620 


Y7Q777 
A 17 II 1 


r .nznosus aor, cmo ana auo-ncy genes 


6.1 


2621 


XM_042013 


Homo sapiens cell division cycle 3 4 (CDC34), mRNA 


1.5 


2622 




cquus caDduus uina, nucrosaieiiiie iivij/y,. 


U. lo 


2623- 


AF 117951 


Mus musculus lysyl oxidase-like protein 2 mRNA, partial cds 


0.015 


2624 


AT71 1fi«87 ; 


Dictyostelium discoideum RacB (racB) gene, partial cds; and : ; ; 
uiiKnown gene . , . . . . 


A ll 

U. 1 / 


2625 


yuyi Uj4 jjj 


xioino sapiens) rvji/A/\ijuu proieiii ^jvi/i/\ijuu^, nij^\/v ...... 




2626 


AK021859 


Homo sapiens cDNA FLJ11797 fis, clone HEMBA 1006 182 


. 0 


2627 


A F7 RfittQA 


rongo pygiiiavUo ciuiie jtjo ciirouiosoiiie a.v| genomic sequence 


u.uuuz 


2628 


AE001396 


Plasmodium falciparum chromosome 2, section 33 of 73 of the ; 
complete sequence : • ; ' \ . 7. - 7 v ... >" 7 7 


0.074 


2629 


A1VJL / 


riomo sapiens similar to KlKriN cJjna zo lOJU /izl gene, 
hypothetical protein,; MNCb-4273 (M musculus) (LOC92606), 


U.JO ' 


2630 


Yfi9 atft 

.-.AAJZ'H- JO 


L.ClbIUlldIllu. IdlCIUUlaC HldAiClIClL J-/lN/\ lrdglLlCXll k . - 




2631 


AF181582 


Bombus terrestris 16S large subunit ribosomal RNA gene, partial 
sequence v 




2632 




o.cereviside mnociionQridi gap iz sequence . 




2633 


-7 A J A C\<\6. 1 7 


Trioxys angelicae partial mitochondrial ATPase 6 gene for ATPase 6 

SUDUlUl • ... . 


U.OJ 


2634 


AB021290 


Homo sapiens gene for chondromodulin-1, promoter and partial cids' 


7 0.75 7 


2635 


AJ1jJ/~>0 


Drosophila melanogaster mRNA for jim zinc firiger protein 


U.UZo 


2636 


at. n i con 


Human DNA sequence from clone RP5-1 140M3 on chromosome 20. . 
Contains GSSs, complete sequence [Homo isapiens] 


u.uuz 


2637 


AM U4U4JU 


Homo sapiens nypoineucai proxein rjujiujvv (ri^Jiuoyy.i, nuxiNA , 


fi 7/1 


2638 




L/ugesia japonica uikna for myosin neavy cnairL, complete cos 


fi 9 


2639 


AJVl UU5101 


riomo sapiens nypuineucdi proiem rL.jzuj^f d \rL^jz\jJ L tj), inivrNrv 


fi 07 S 


2640 


A T7H7zlA7 1 
/VTVJZ40Z I 


Mus musculus gauima-aminobutyric acid receptor rho2 subunit 

IIUvlN/\, COlIipiClC LUS 


f. 9. 
\J . o 


.2641 


. L78777 


Homo sapiens (subclone 2_b8 from PI H49) DNA sequence 


8E-11 


2642 


AE001028 


Afchaeoglobus fulgidus section 79 of 172 of the complete genome 


.. 2 ' 


2643 


ABO 13796 ; 


Ceratopteris richardii mRNA for CRHB6, complete cds 


0.028 


2644 


X03848 


Chlorella ellipsoidea chloroplast 16S-23S DNA spacer and ORF1 to 
ORF4 DNA ^- }-,'<^v\'\ : y <■ 7. ' v v; • 


0.086 


2645 


Z21938 


B.aphidicpla trpE and trpG genes for anthrani late synthase, . 
components I and II / • • • ' : 7 


1 -0 74 


2646 


XM_039805 


Homo sapiens hypothetical protein MGC3 040 (MGC3040), mRNA 
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> ■ ; V Table 3A Nearest Neighbor (BlastN vs. Genbank) 


CT7/S TT~\ 

otQ ID 

INlJ 


• , »• *■ ■•• 
ACCESSN 


' \ - v . •": . DESCR1P ; ■ ' ..' '<< ' ') : .. i^V- 


P VALUE 


2647. 


AF267217. 


Candidates Carsonella ruddii natural-host Pachypsylla celtidis ATP 
synthase alpha subunit (atpA) gene, partial cds; ATP synthase gamma 
subunit (atpG) gene ? complete cds; and ATP synthase beta subunit • - 
(atpD) gene, partial cds 


0.71 


2648 


L39786 ; : 


Lupinus angustifolius conglutin gamma gene, complete cds 


0.084 


2649 


. AB049879 


Macaca fascicularis brain cDNA, clone:QnpA-18812 


0.74 


2650 


AE002648 


Drosophila melanogaster genomic scaffold 142000013385436, 
complete sequence : ; v \ : , ; 


V 2:1 


2651. 


XMJ)32228 


Homo sapiens hypothetical gene supported by AL080068 }fjf 
(LOC90510), mRNA ; ' ' .V ^ ' > 


v. -'. 2^4 ; " 


1 2652 


-XM_044529 


Homo sapiens calcium and integrin binding protein (DNA-dependent 
protein kinase interacting protein) (SIP2-28), mRNA 


0.76 


2653 ' 


AB035494 


Alternaria alternata gene for Akt3-2, complete cds V 


: 0.7 . 


2654 


AE001381 


Plasmodium falciparum chromosome 2, section 18 of 73 of the 
complete sequence v • " : ^ - 


' 0.27 


2655 


XMi013l45 


Homo sapiens Alport syndrome, mental retardation, midface 
hypoplasia and elliptocytosis chromosomal region, gene 1. • 
(AMMECR1), mRNA ^ . - v. ^'^/^-v 


: 0:65 


2656 


NM_007976 


Mus musculus coagulation factor V (F5), mRNA \ 


0.077 


2657 


U47913 • 


Tribolium freerriani Woot retrotransposon, partial sequence and 3 f 
insertion junction F3(l) 


0.087 


2658 


D10331 v 


Pneumonia virus of mice mRNA for nonstructural proteins and major 
nucleocapsid protein, complete cds : 


0 r 084 


2659 


AL390874 ' 


Human DNA sequence from clone RP1 1-238K16 on chromosome 9, ') 
complete sequence [Homo sapiens] 


0.003 


2660 


AF020282 


Dictyostelium discoideum DG203 3 gene, partial cds 


■ 2.3 


2661 


AF393505 


Mus musculus potential meiotic DNA repair locus 


' . 2.2 


2663 


• U12186 


Oryctolagus cuniculus sodium/dicarboxylate cotransporter mRNA, 
partial cds 


2.3 


2664 


■ AJ305053 ! 


Caprine arthritis-encephalitis virus proviral partial pol gene for Pol 
protein (reverse transcriptase), isolate CAEV Br/UFRGS-2/C767 - 


0.78 


'2665 


AE006628 V 


Streptococcus pyogenes Ml GAS strain SF370, section 157 of 167 of 
the complete genome . ' 


. 2.4 


2666 


' r L76504 


Cronartium arizonicum isolate FSprP-1 18S ribosomal RNA gene, ' 
partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA ^ 
gene and internal transcribed spacer 2, complete sequence; and 26S 
ribosomal RNA gene, partial sequence" . > 


' '• 

0.79 


ZOO / 


XM_0323()7 


Homo sapiens neuronal thread protein (AD7C-NTP), mRNA 


• 12 


2668 


XM_0 10126 


Homo sapiens stromal antigen 2 (STAG2), mRNA 


e-123 


2670 


ABO 18798 


Plasmodium yoelii gene for P-Type ATPase, complete cds 


0.029 


:2671 


- Z24358. 


H. sapiens (D2S377) DNA segment containing (CA) repeat; clone 
AFM3 1 9z£9; single read 7- \ ; . 


0.0004 


1 2672 


AE000878 


Methanobacterium thermoautotrophicum from bases 976801 to 
992232 (section 84 of 148) of the complete. genome ''^pv- 


• 6.2 



313 





Table 3A Nearest Neighbor (BlastN vs. Genbank) . 


SEQID 
NO 


ACCESSN 


> ' - • . ■ • ; • ■ ." ■ •" . : . •••• : DESCRJP. . •/ ' ' ' ' ' . . ' ;A I 


PVALUE 


2673 


AL137717 


Homo sapiens mRNA; cDNA DKFZp434J1630 (from clone 
DKFZp434J1630) ^ • ; ; 


2E-31 


2674 


X61377 


Sxerevisiae XYK gene for xylulokinase 


'2.4 


2675 


XM_034353 


Homo sapiens KIAA 1500 protein (KIAA1500), mRNA 


4E-89 


2676 


JO 1268 • 


Slime mold (D.discoideum) actin 2 (sub 2) pseudogene 5' end 


0.085 


2611 


AF1 13932 


Carios puertoricerisis 16S ribosomal RNA, partial sequence 


0.079 


2678 


XM_028752 


Homo sapiens ribophorin II (RPN2), mRNA 


2.1 


2679 


BC003254 


Mus musculus, Similar to dentatorubral pallidoluysian atrophy, clone. 
MGC:5758; mRNA; complete cds . ^ ; \\ ' 


0.78 


2680 


NC 001871 


Feline foamy virus, complete genome 


0.27 


2681 


AF 188 115 


Simian immunodeficiency virus Gag protein gene, complete cds; Pol 
protein gene, partial cds; Vif protein (Vif), Vpr protein (Yprj, > : ' 
truncated Tat protein (Tat), Rev protein (Rev), Env protein (Env), and 
Nef protein (Nef) genes, complete cds; and long te> 


V':,; 

: 'ojt; . 


2682 


AE0Q7382 


Streptococcus pneumoniae section 65 of 194 of the complete genome 


0.73 


2683 


AF 190869 


Gorilla gorilla X chromosome clone 1, partial sequence 


0.082 


2685 


AK004792 


Mus musculus adult male lung cDNA, R1KEN fulMength enriched 
library, clone: 12000 15107, full insert sequence . ; ; • 


1E-15 


2686 


AE001387 


Plasmodium faicipanim chromosome 2, section 24 of 73 of the v . 
complete sequence ■ ; • : ' .'" 


• 0.063 


2687 


AB051438 


Homo sapiens mRNA for KIAA1651 protein, partial cds 


e-141 


2688 


AY047509 


Drosophila melanogaster GH01721 full length cDNA . . 


0.21 


2689 : 


AKO 16678 


Mus musculus adult male testis cDNA-RIKEN full-length enriched 
library, clone:4933405P16, full insert sequence 


- 0.21 


2690 


: Z19055 


B.aphidicola. tryptophan operon 


0.077 


2691 


XMJ)47737 


Homo sapiens ubiquitin specific protease 25 (USP25), mRNA 


9E-56 


2692 


U13190 


Angiostrongylus cantonensis clone G-2 retrotransposable element 
AcT-i \ : •• • /;: : ■ ■ ' 


0.26 


2693 


. X00858 


H. sapiens DHFR gene, exon 5 


0.27 


2695 


AK026620 . 


Homo sapiens cDNA: FLJ22967 fis, clone KATI0573, highly similar 
to AF15 1892 Homo sapiens CGI- 134 protein inRNA 


0.077 


2696 


D87001 


Homo sapiens immunoglobulin lambda gene locus DNA, clone:47H9 
downstream contig V r ; : - 


0.25 


2697 


U93276 ; 


Mus musculus glucokinase gene, intron 1 and hypersensitive site VII 
region ' ; ;' :• • : > : • 


0.73 


2698 


AE006705 


Sulfolobus solfataricus section 64 of 272 of the complete genome 


1.2 


2699 


AE001423" 


Plasmodium falciparum chromosome 2, section 60 of 73 of the 
complete sequence 


2.2 


2700 


X76799 


H. sapiens genomic DNA dinucleotide (AC) repeat clone alO 


6,4 


2701 


• 293324;^; 


L. major DNA containing open reading frame 


0.23 


-2702 


AJ251163 


Dictyostelium discoideum dymB gene for dynamin B homologue 


6.3 


2703 


• AK020562 


Mus musculus adult male urinary bladder cDN A, RIKEN full-length 
enriched library, clone:9530018H14, full insert sequence 


0.76 ■■■ 
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• •• ; . • Table 3 A Nearest Neighbor (BiastN vs. Genbank) 


SEQ1D 
NO 


ACCESSN 


;•■ -"..vy ■■■■■■-<. .: DESCRIP • . . ••'.^ •-v v r ;/; 


P VALUE 


2704 


AF1 16983 v 


Stenornesson variegatum ribulose 1,5-bisphosphate carboxylase large 
subunit (rbcL) gene, partial cds; chloroplast gene for chloroplast * 
product . X 


6 4 


Z /.UO 


XM_051524 


Homo sapiens archain l (ARCNl), mRNA 


0.66 •' • 


7707 


AF351620 


Homo sapiens lipocalin- l interacting membrane receptor (LIMR) 
gene, complete cds ' ? ■' ; 


0.084 


770ft 
z/^o 


: AF180472 ■•• 


Homo sapiens aryl-hydrocarbon interacting protein-like l (AIPLl) ; v 
gene, complete cds 


5.9 


2709 


AY008848 


Ictalunis punctatus clone lcpu-UA/3 MHC class I antigen gene, ; . 
complete cds : ' r ■ ; -; -,;>.'■■ j V >; ' 


0.025 


2710 


NM__0 16862 


Mus musculus vesicle transport through interaction with t-SNAREs I 

1 • i • /I Fxl1 \ T"% "VTA. . - " ' • * ' - t' - - 

homolog (Vtu -pending), mRNA ; , 


0.65 


77 ii 

Z / 11 


AE004023 


Xylella fastidiosa 9a5c, section 169 of 229 of the complete genome , 


3-9 


2712 


XM_037239 


Homo sapiens actin, beta (ACTB), mRNA 


1E-49 


2713 


AE001404 


Plasmodium falciparum chromosome 2, section 41 of 73 of the -r 
complete sequence • : ;; . ; . ' 


T>: 0.7 


77 Id 


XM 050 1 14 


Homo sapiens TERA protein (TERA), mRNA 


;5.9 


.2715 


AK001082 


Homo sapiens cDNA FLJ10220 fis, clone HEMBA1007342 


. 0.56 


771^ 

• Z 1 lO 


AF380155 


Cteriopharyngodon idella c-Fos (c-fos) mRNA, complete cds 


•3.2 


7717 
z / 1 / 


AB027352 


Cordyceps sp. 97003 n^tochondrial DNA for small subunit ribosomal 

RNA . • •-. • : A;i { . - :" ^ - , ; ; "v ". : ' J • 


0.47 


77 1£ 
Z / 15 


AB033220 


Lactococcus lactis gadB gene, untranslated by upstream frameshift, 
strain:01-l • • ^ ; :- 


1.9 * k 


• OTTO* 
Z / IV 


, U01841 : 


Mus musculus B6/CBAF1J peroxisome proliferator activated receptor 
gamma (ppar) mRNA, complete cds - : r 


0.009 


2720 


AL023814 


Caenorhabditis elegans cosmid H08J19, complete sequence ; 


0.021 


LILY 


XM_047737 


Homo sapiens ubiquitin specific protease 25 (USP25), mRNA 


5E-56 


L 1 LD 


AF389403 


Takifugu rubripes pericentriolar material 1 protein (PCM1) mRNA, . 
complete cds - -'Vv:v .*"'"'■'] .;-/?• 


1.9 


777 d 
z / z*+ 


AE006369; 


Lactococcus lactis subsp lactis IL1403 section 131 of 218 of the 
complete genome J ; 


0.21 • 


777^ 

. Z V zo 


; AF367865 


Mesembryanthemum crystallinum potassium transporter HAK2p ... , 
(HAK2) mRNA, complete cds 


.« 0.39 


7777 

z /z / 


XMj)43040 


Homo sapiens hypothetical protein MGC27 18 (MGC2718), mRNA- . 


• 1E-09 


Z / Zo 


Arrnni707 
AHUU1 jyZ. 


Plasmodium falciparum chromosome 2, section 29 of 73 of the ; ; , 
compieie sequence > • • = . / 


O 0000004 


2729 


U31371- 


Bovine herpesvirus 41. 7-kb late RNA (LI. 7) mRNA, repeat region 


.1.9 '■ ■ 


2730: 


•AF1 95728-. 


Libellula flavida 16S ribosomal RNA gene, partial sequence; ; • 
mitochondrial gene for mitochondrial product 


0.025 


273 1 


AK024658 


Homo sapiens cQNA: FLJ21005 fis, clone CAE03745 


0.64 


2732 


AK025613 


Homo sapiens cDNA: FLJ2 1960 fis, clone HEP055 17 


: ; ; 1.4 : ' 


•2733 


L11016 . 


Homo sapiens lymphotoxin-beta gene, complete cds 


0.0001 ; 


2734 


Y 14422 . 


M. musculus DNA for retinal protein " - 


1,2 
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'• ;'. ; . : --:: V - Table 3A Nearest Neighbor (BlastN vs. Genbank) v< k v 


SEQID 
NO 


ACCESSN 


: DESCRIP 


P VALUE 


■Z / J _J 


X83757 \ 


E. histolytica 170 kDa lectin gene, 5' region 


0.64 


2136 


•AK017535 


m # " 1 ' A • 1- ' 1 rx \ T A fi TT/T'V T r 11' 1 a 1 * 1 -l 

Mus museums 8 days embryo cDNA,. RIKEN full-length enriched : 
library, clone:5730409K12, full insert sequence 


: 0.64 


Z 13 1 • 


AY047509 


Drosophila melanogaster GH01721 full length cDNA 


%0.21 


i / JO 


• • ■ •}'■ ■• . 
ABO 1943 3 


Homo sapiens gene for T-cell nuclear receptor NOT (Nurrl), complete 

cds / v '" : ' - ' • • 


0.024 


2739 


U58731 :. 


Caenorhabditis elegans cosmid W09B 12 


0.61 


2740 : 


. U35620 " 


Nicotiana tabacum nbulose-1,5 bisphosphate carboxylase/oxygenase 
large subunit N : methyltransferase (rbcmtT) mRNA, complete cds 


•v : - ; -l : ' 


2741 


AF181720 : 


Homo sapiens RU2AS (RU2) gene,. complete cds; and RU2S (RU2) 
gene, partial cds 


^ 5.4 V 


•2742V 


1 AE006560. 


Streptococcus pyogenes Ml GAS strain SF370, section 89 of 167 of 
the complete genome :\ \ • "V ' ! 


0.Z4 * 


974^ 


AF346287 


Gonioctena pallida haplptype 61 mitochondrial control, region, partial 
sequence ; • " v ' ." . 


" "• ■ 


974.4 


L05617 


Piety ostelium purpureum (Dpp5) DN A sequence, repeat region 


0.021 


'2745 


AK021104 : 


Mus musculus adult male corpus striatum cDNA, RIKEN fulMength 
enriched library, clone;C030026M15, full insert sequence 




974£ 


L68174 


Romanomermis culicivorax mitochondrial NADH dehydrogenase ;-. 
subunits 6 and 3 (ND6, ND3) cytochrome P4 50 -like protein genes, 
complete CDS 


• lib . 


; 2747 


AB006130 


Mesocricetus auratus mRNA for haptoglobin, complete cds 


" ; 0.24 • 


9748 


\AK001448 


Homo sapiens cDNA FLJ10586 fis, clone NT2RP2003 986 . 


0.UU08 


z /4V 


M95192 


Drosophila melanogaster hairless protein (H) mRNA, complete cds 


3.6 : 


97Sfi 
Z / JU 


X53426 . 


Nicotiana sylvestris NySS41 and partial NySS42 genes for RUBISCO 
small subunit (SSU) ■ 


0.63 


97 S 1 
Z / J 1 


NCW1336 


Methanobacterium thermoautotrophicum plasmid pF VI, complete 
sequence ; • ■ .■' ;- : ' ' . ■ '•• • - ^ 


• 0.074 


2752 ' 


NMJH1595 


Mus musculus tissue inhibitor of metalloproteinase 3 (Timp3), mRNA 


0.012 


• 97S7 
Z / J J 


AF299340 


Homo sapiens CD 164 gene, complete cds, alternatively spliced 


U.U74 . 


2754 


AL 12 1765 


S.pombe chromosome I cosmid cl786 


. : 0.025 


97^^ ' 
z f jD 


-027078 


Trichaptum abietinum mitochondrial small subunit ribosomal RNA, ; 
mitochondrial gene, partial sequence . . .. 




2756 


AF279292. 


Mycoplasma hyopneumoniae strain ISU 232 YX1 (yxl) gene, partial 

/^rle- r» 1 1 C\ mpmhraiip r>rr\fpi n nrf^nrQor qptip pnmnlf*tP Pfl*;* JlTld \OC9 • 

(yx2) gene, partial cds r ' 


\ 0.024 


2757 


AL590371 ' 


Human DNA sequence from clone RP1 1-295H23 on chromosome 6, 
complete sequence [Homo sapiens] 


: 0.61 


2758 


XM_041904 


Homo sapiens cathepsin S (CTSS), mRNA 


6 •; 


2759/ 


D63170 


Gallus domesticus DNA for the terminal heterochromatic region of 
the Z chromosome : : \ : " : - 


: ;1.4" 


-2760; 


■ . . X' ~ ' . ' . 
NM1023197 


Mu^ musculus RIKEN cDNA 23 10008H09 gene (2310008H09Rik), 
mRNA ^ ' ■ v.'. ; : r " v : : "v.: 


J .6.025 
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-V; -\\.. Table 3 A Nearest Neighbor (BlastN vs: Genbank) ^•"• : , ; '- v 


SEQID 

JNU 


ACCESSN 


' > ' PESCREP ' • ; ■ v ;: ..' ■ 


P VALUE 


2/61 . 


BC007150' 


Mus musculus, dystroglycan 1, clone MGC.6651 IMAGE:3496914, 
mRNA, complete cds ": 


0.18 


2762 


BC000480 


Homo sapiens; amyloid beta precursor protein-binding protein 1, ; v 
59kD, clone MGC:8690 IMAGE: 2 96463 8, mRNA, complete cds 


8E-65 


Zfo4 


XM^036683 


Homo sapiens a disintegrin-like and metalloprotease (reprolysin type) 
with thrombospondin type I motif, 3 (ADAMTS3), mRNA 


3E-46 


2/65 


AJ005581 


Encephalitozoon cuniculi complete rDNA unit (16S, 5.8S, 23S, ITS1 
andIGS) • ' • • :. : v Vr ; . * ) ' . ' - 'A V . • - ; 1 


• 0.42 ••' 


2766 


' AE005227 • 


Escherichia coli 0157:H7 EDL933 genome, contig 1 of 3, section 51 

of 155 : ^ ' ; y " . V : y • ' 


0.007 


■*-•- ■* '. \ 
2767 


XM^048172 


Homo sapiens hypothetical protein DKFZp434F1017. 

(DKFZP434F 1 017), mRNA • : : \. : ] ' 


3.8 


2769 


AF 129087 


Medicago sativa mitogen-activated protein kinase homologue (TDY1) 
gene, complete cds x ■.. 


0.66 


2770 


XM_008176 


Homo sapiens MYB binding protein (PI 60) la (MYBBP1 A), mRNA 


' 5.2';' : 


2771 


AC024865 


Caenorhabditis elegans cosmid Y74C10AL, complete sequence 


.0:039 


2772 


XM_036164 


Homo sapiens RAN binding protein 2 (RANBP2), mRNA 


1E.59 


'2773. 


AL023816 


Caenorhabditis elegans cosmid T05G1 1, complete sequence 


.0.64 


■ 2774' 


XM_004980 


Homo sapiens cystic fibrosis transmembrane conductance regulator, 
ATP-binding cassette (sub-family C, member 7) (CFTR), mRNA 


0.016 


2775 


XM_032209 


Homo sapiens hypothetical gene supported by AK023337 
(LOC90509), mRNA ' '-V'-; • " - 


0.018 


2776 


: Z69650 


Human DNA sequence from cosmid L69F7B, Huntington's Disease 
Region, chromosome 4pl6.3 contains Huntington Disease (HD) gene 


■• 0:64 ; 


Mill 


.. ■* '■■•'» , ■ ■• 
AJ305053 


Caprine arthritis-encephalitis virus proviral partial pol gene for Pol 
protein (reverse transcriptase), isolate CAEV Br/UFRGS-2/C767 ' , 


0.46 


2778 


AKO 17531 


Mus musculus 8 days embryo cDNA, RIKEN full-length enriched 
library, clone: 5730409F 18, full insert sequence 


; 0.67 


2779 


AF028784 


Rattus norvegicus glial fibrillary acidic proteins alpha and delta 
(GFAP) gene, alternatively spliced products, complete cds 


oil 


2780 


AF101236 


Naja sputatrix neutral phospholipase A2 (NPLA2) gene, complete cds 


0.054 


2781 


U71280 


Mesocricetus auratus cytochrome P450 aldosterone synthase. i" 
(CYP1 1132) gene, complete cas •■■ 




2782 . 


.X80007 


P. sativum gene for chalcorie synthase 


0.15 


- Zr /OJ 


AF 17 1040 


Anopheles funestus clone AF10 microsatellite sequence 


• '2 . '•. 


2784 


XM_0 11464 


Homo sapiens hypothetical protein FLJ20170 (FLJ20170), mRNA 


^ 0:21' 


■2785 


^•Y18929 i 


Homo sapiens wild type AF-4/FEL gene, part of intron 3, individual 

PB \ , ■ ""v- : - y V-- -' 




2786 


L81581 2 


Homo sapiens (subclone 4_a4 from PI Hll) DNA sequence, complete 
sequence- " :: - ^ ' : .' ' ' •' "• : '- - •:• " ''■ • ' " : V- : "- 


0:024"' 
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. : . - > ; ' ■ > Table 3A Nearest Neighbor (BlastN vs. Genbank) ! ■ \ ... ; ' 


SEQID 
NO 


' ACCESSN 


0£C^i ' ; : : 7 DESCRIP <■■■■' : : 000V : ^.) 


• P VALUE 


: 2787 


NM_024381 


Rattus norvegicus ATP-stimulated glucocorticoid-receptor 
translocaton promoter (Gyk), mRN A : 


.0.17 


2788 


. X72688 


L.stagnalis LS-rabl mRNA v / : : 


0.2 


2789 


XMJ33154 


Homo sapiens syntrophin, gamma 1 (SNTG1), mRNA 


.0.021 


2790 


ABO 17 186 


Clostridium perfringens genes of hem operon, complete cds 


-1.4 ,., 


2791 


: U47416 • 


Solanum allophyllum NADH dehydrogenase subunit (ndhF) gene, 
chloroplast gene encoding chloroplast protein, partial cds 


v V 0.2 


2792 


. M21258 


Human small nuclear ribonucleoprotein (snRNP) E gene, exon 5. and 
Alu repeats copy N and O --">. ' \ 


.0.051 


2793. 


L05004 


Staphylococcus aureus dehydroquinate synthase (aroB) gene, 3' end : 
cds; 3-phosphoshikjmate--l-carboxyvinyltransferase (aroA) gene, ; 
complete cds; ORF3, complete cds \ V H";7 


0.21 ; 


2794 


AF302005 ' 


Uma scoparia isolate ROM3406 cytochrome b gene, partial cds; • ; 
mitochondrial gene for mitochondrial product , - 


- .- ' ■ 2 • • ' 


2795 


AF288209 ' 


Homo sapiens beta galactosyltransferase bGalT7 mRNA, complete cds 


2 


2796 


AB048897 


Macaca fascicularis brain cDNA, clone:QnpA-17253 v 


:..L7. ; 


2797 


AK025054 


Homo sapiens cDNA: FLJ21401 fis, clone COL03 678 


•0.071 


2798 


U39886 v 


Bos taurus Y -chromosome specific genomic sequence 


0002 


2799 


AJ277649 


Caenorhabditis elegans mRNA for CHE- 14 protein 


0.6 


2800 


AF058764 


Xenopus laevis bone morphogenetic protein 4 (BlvfiM) gene, y .r - 
complete cds 


■ ; 0'56 ■ 


2801 


AE001398 


Plasmodium falciparum chromosome 2, section 35 of 73 of the 
complete sequence ; v : • ? 


0.15 


2802 


AF079456 


O'nyong-nyong virus strain SG650, complete genome 


0.003 


2803 


AF087913 


Human endogenous retrovirus HERV-P-T47D 


: 6 , 


2804 


AB005053 


Anomala cuprea entomopoxvirus gene for spheroidin, complete cds 


1.8 


2805 


AF027656 , 


Homo sapiens choiesteryl ester transfer protein gene, promoter region 


0.004 


2806 


XM_031478 


Homo sapiens vacuolar protein sorting protein 18 (VPS 18), mRNA 


1.7 


2807 


XM_001718 


Homo sapiens KJAA0475 gene product (KIAA0475), mRNA 


0.023 


2808 


L21906 , 


Human troponin I, slow-twitch isoform (TNNI1) gene, exons 2-4 


; 1.5 


2:809 


006633 


Homo sapiens IQ motif containing GTPase activating protein 2 
(IQGAP2), mRNA 


V 5E-39 


2810 


AE001541 : 


Helicobacter pylori, strain J99 section 102 of 132 of the complete , 
genome. ./...- , 


0.2 


Zol 1 


M63577 


S.cerevisiae SFPl gene, complete cds 5 


0.023 


2812 


XM_004980 


Homo sapiens cystic fibrosis transmembrane conductance regulator, 
ATP-binding cassette (sub-family C, member 7) (CFTR), mRNA 


* 0.013 


2813 


; - AJ305053 


Caprine ahhritis-encephalitis virus proviral partial pol gene for Pol 
protein (reverse transcriptase)^ isolate CAEV Br/UFRGS-2/C767 


."05 



1 ■ ■ . • :' 


V . '.; V, . Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


; ' ACCESSN 


'.v; ^ ]■ ;• ■ ' - ■■■ ' descrjp - ; • - ; - ■ 'U ■ ] : ' : 


P VALUE 


2814 


AK014450 


Mus musculus 18 days pregnant adult female placenta and extra y 
embryonic tissue cDNA, RIKEN full-length enriched library, 
elone:3830422A13, full insert sequence T V 


0.075 ' 


2815 


X99691 


B.taurus DNA for agouti gene : 


. . . . 2 . \ 


2816 


i Z64630 


H.sapiens CpG island DNA genomic Msel fragment, clone 152h5, 
forward read cpgl52h5.ftla •• 


; 0.14 


2817. 


'. AF35797 1 


Ovine pulmonary adenocarcinoma virus, complete sequence; and 
flanking Ovis aries sequence • , 


; 4.9. 


2818 


: AE003336 


Drosophila melanogaster genomic scaffold 142000013385800, 
complete sequence \ ' ; 


0 16 


2819 


U72236 


Dictyostelium discoideum Mod A (mod A) gene, complete cds 


0.61 


2820. 


XMiQ 18110 , 


Homo sapiens gap junction protein, beta 3, 31kD (connexiri 31) .; 
(GJB3), mRNA ' V \ 1 ■■. ■;. . ; * 




2821 


AJ005588 


Capsicum annuum gene encoding 5-epi-aristolochene synthase, exons 

Ho 7 Vy-:f >■■'.: ' : . ■ r -V-".\ ; : '": : 


;o:23 


2822 


AK022842 


Homo sapiens cDN A FLJ12780 fis, clone NT2RP2001813 


0.074 • 


2823 


AF138281 


Arabidopsis thaliana phospholipase D-gamma-2 mRNA, complete cds 


0.071 . 


2824 


AB040882 


Homo sapiens mRNA for KIAA 1449 protein, partial cds 


• 0.18 


2825 


AB022156 


Mus musculus Cctb gene for chaperonin containing TCP-1 beta 
subunit, complete cds : 


' 0.5 


2826 : 


BC005516 


Mus musculus, RIKEN cDNA 1200007D18 gene, clone MGC:7601 
IMAGE:3494 155,' mRNA, complete cds 


0.51 ' 


,2827 


AK025207 


Homo sapiens cDNA: FLJ21554 fis, clone COL06330 


' .4.4... ; : 


2828 


NM_0 18798 


Mus musculus ubiquilin 2 (Ubqln2), mRNA 


: 0:043 


2829 " 


" Z23770 


H sapiens (D17S842) DNA segment containing (CA) repeat; clone 
AFM240xe5; single read . ; ; 


0.00004 


2830 


BC005762 


Mus musculus, Similar to proteasome (prosome, macropain) subunit, 
alpha type 1, clone MGC:6546 IMAGE;2655483, mRNA, complete 

Cds- ' V ". • ' = ■' ' '• 


0.67 - 


2831 


AB047932 


Macaca fascicularis brain cDNA, clone:QnpA-10158 


0!68 


2832 


U 19765 


Human nucleic acid binding protein gene, complete cds 


0.18 


2833 


AF200327 


Plasmodium chabaudi unknown genes 


0.028 


2834- 


U67544 


Methanococcus jannaschii section 86 of 150 of the complete genome 1 


C14 


2835 


• BCD 103 57 


Homo sapiens, Similar to hypothetical protein, clone MGC: 13367 
IMAGE: 42493 17, mRNA, complete cds v . 


2E-55 : 


2836 


AE007471 


Streptococcus pneumoniae section 154 of 194 of the complete genome 


5.2 ' 


2837 


AJ320185 


Solanum tuberosum snl gene for snakin-1, exons 1-2 


' 0.44 


2838 > 


AF039954 


Homo sapiens CC chemokine LCC-1 precursor, gene, complete cds 


0.002 ' 


2839 


Y13631: 


Clostridium botulinum P-2 1, P-47 ntnh, bonT genes 


0.14 


2840 


AL39018lH 


Homo sapiens mRNA; cDNA DKFZp547J125 (from clone v , : 
DKFZp547J125) - : : -- : ;r [ : \ : -'\. r ' 


,0.019 
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■ \ ; Table 3A Nearest Neighbor (BlastN vs. Genbank) : ' . ; ' 


SEQ ID 
NO 


ACCESSN 


• :;-. V : ; -- :; • . ' . : ? ' DESCRIP ^ , ; V //-V'- ^ vS V.'V. 


P VALUE 


2841 


AF366200 


Diadema antillarum isolate dmid3 tRNA-Lys gene, partial sequence; 
ATPase 8 gene, complete cds; and ATPase 6 gene, partial cds; 'i\ 
mitochondrial genes for mitochondrial products " : A ; : \P v- ; : 


6.1 


2842 


AJ237688 


Canis familiaris polymorphic marker clone XA07 ; 


0.53 ; 


2843 


AF244979 


Mus musculus galectin- 1 1 mRNA; variant b, complete cds, 
alternatively spliced 


0.25 


2844 


AL390174 • 


Homo sapiens mRNA; cDNA DKFZp547J 184 (from clone 
DKFZp547J184) [."■.] '. '. , ; *. : , 


'021 


2845 


• U80230 


Human clotting factor VIII gene, junction regions of the deletion of 
exons 15 through 20 and LINE-l-like repeat region 


2E-09 : 


2846 


U31086 - 


Gallus gallus neuron-glia adhesion molecule (Ng-CAM) gene, partial 
cds, exons 1 and 2 : ; : 


0.064 


2847 


! D 16685V 


Rice gene for lactate dehydrogenase, complete cds ': 


0.003 


2848 


AB007459 


Chara corallina ccml mRNA for myosin, complete cds 


0067 


2849 


; U63328 


Pissodes strobi vitellogenin (Vtg) mRNA, partial cds 


6.68 


2850- 


; U50727 


Human p40-phox (NCF4) gene, expn 8 


0.023 


2851 


NM_()17190 


Rittus norvegicus Myel in-associated glycoprotein (Mag), mRNA 


' 6.5 


2852 


AF361105 


Homo sapiens interleukin 9 (IL9) gene, complete cds : > :. 


: 0.37 


-2853 


AP001416 : 


Homo sapiens genomic DNA, cruomosome 2 lq22.2, clone:D34, 
LB7T-ERG region, complete sequence . 


1.5 


•2854 


;';Y16771;^ 


Phylica pubescens chloroplast partial trnL gene & intergenic spacer 


0.6 


2855 


AE005624 


Escherichia cpli 0157:H7 EDL933 genome, contig 3 of 3, section 243 

of 290 . ' '•'>',;,/. . ; : -: ",' . v ' c- / vv . ; ' ; ' rV;V 


0.075 


2856 V 


AF159568 


Microbotryum violaceurn ammonium transporter MEPa (MEPa) , 
mRNA, complete cds 


0.7 


2857 


M34.149 


Sxerevisiae mitochondrial gap 12 sequence 


0.5 1 


2858 


D16541 : : 


Chicken DNA for connectin(titin), partial sequence 


0.064 


2859 


AC007039;; 


Homo sapiens BAC clone RPl 1-263 A15 from Y, complete sequence 


e-149 


2860 


AJ294714 


Pichia anomala leu2 gene for beta-isopropylmalate dehydrogenase 


'0.056 


2861 


XM_051160 


Homo sapiens KIAA1463 protein (KIAA1463), mRNA 


0.22 


>; ' ■;; 
2862 


XM_031527. 


Homo sapiens leucine-rich PPR-motif containing (LRPPRC), mRNA 


' 0:0003 


2863 ; 


AF323443 


Plasmodium yoelii yoelii clone 1 1 235 kDa rhoptry protein (Ila. 2) ■ - r 
gene, partial cds 


• 0.02 


2864 


' Y14324 ; •• 


Staphylococcus aureus partial ORF292 and ORF271, ORF331 and 

ORF3 14- • ' ; ' ' ■■ : 


o.62 


2865 


BC007568 


Homo sapiens, clone IMAGE:3028427, mRNA, partial cds 


0.16 


2866 


U67518 


Methanococcus jannaschii section 60 of 150 of the complete genome 


0.67 


2867 • 


AJ133742 


Sus scrofa ryr3 gene (partial), exon 2 , ;^ - 


0.68 


2868 .. 


AF 116520 


Mus musculus periplakin (ppl) gene, exons 2-14 


0.083 


2869 


\D38044- : 


Human gene for Ah-receptor, exon 7-9 


.: 0.25 • 





Table 3 A Nearest Neighbor (BlastN vs. Genbank) - 


SEQID 
NO 


;accessn 


descrip • 


P VALUE 


'2870 


XMJ010162 


Homo sapiens methyl CpG binding protein 2 (Rett syndrome) 
(MECP2), mRNA - , \. ■ ■ " /'J, . : > 


' . 1-7 - 


2871 


AF303030 


Lavatera phoenicea isolate 804 internal transcribed spacer 1, partial 
sequence, 5 . 8S ribosomal RN A, complete sequence and internal ; , i 
transcribed spacer 2, partial sequence \ : 


0.01 • 


.2872 


AE002274 


Chlamydia muridarum, section 6 of 85 of the complete genome ; 


1.8 


2873 


AB062056 


Homo sapiens p53DINPl gene for p53DINPla, p53DINP lb, complete 
cds, alternative splicing ) 


8E-26 


2874 


AF1 50965 


Bacillus anthracis plasmidpXOl resolvase X (resX) and tiransposase 
X (traX) genes, complete cds 


1.6 


." 2875" * 


U90292 ' 


Human chromosome 16 duplicated adrenoleukodystrophy (ALD) . \ ; 
gene, 5' breakpoint sequence 


3E-41 ... 


2876 


U75361 : 


Rattus horvegicus Munc 13 -3 mRNA, complete cds . 


3E-18 


2877 


AF006686 


Plecotus auritus clone Paur06 microsatellite sequence • 


5E-10 


2878 


NM_009694 


Mus musculus apolipoprotein B editing complex 2 (Apobec2), mRNA 


0.00009 


2879 


AF315316 


Vigna radiata ACC oxidase gene, complete cds 


0:003 


•2880 


AE005714 


Caulobacter crescentus section 40 of 359 of the complete genome 


' '"1.5 : v 


2881 


AL451135: 


Human DNA sequence from clone RP1 1-45G20 oh chromosome 6, , 
complete sequence [Homo sapiens] 


L9 ; 


2882 


*:AF315316 ' 


Vigha radiata ACC oxidase gene, complete cds/ 


0.003 


2883 


NM_009694 


Mus musculus apolipoprotein B editing complex 2 (Apobec2), mRNA 


0.00008 


2884 


AB047932 


Macaca fascicularis brain cDNA, clone:QnpA-10158 


0.16 


2885 


U18671 


Human Stat2 gene, complete cds 


0.23 


2886 


: AB040670 


Bombyx mori copg2 mRNA for rionclathrin coat protein gamma2- 
COP, partial cds ;: V v • / • : 


• * 0.074: 


2887 


AK017987 


Mus musculus adult male thymus cDN A, RIKEN full-length enriched 
library, clone:5830443J22, full insert sequence ; 


•0.035 


2889 


AE001419 


Plasmodium falciparum chromosome 2, section 56 of 73 of the 
complete sequence 


0.12 


2890 


AF275225 . 


Eriosoma lanigerum 12S small subunit ribosomal RNA gene, partial *■ 
sequence; tRNA-Val gene, complete sequence; and 16S large subunit 
ribosomal RNA gene, partial sequence; mitochondrial genes for 
mitochondrial products ; 


0.35 


2891 


AF372971 • 


Arabidopsis thaliana AT3 g2 3 5 80/MDB 1 9_7 mRNA, complete cds 


0.53 


2892 


AJ404851 


Homo sapiens partial ARNT gene for aryl hydrocarbon receptor 
nuclear translocator, exon 4 - - 


. :- ; :3:7. 


2893 


AJ012380 


Fugu rubripes partial rara gene, exons 4-10 


1.4 


2894 


AB064593 


Escherichia coli icdA gene for isocitrate dehydrogenase, complete cds 


.0.027 


2895 


AF182444 


brosophila meianogaster disco-interacting protein (dipt) gene, , ^ 
alternatively spliced products, complete cds; and T042 gene, partial - 

cds ' ' ,\ : " '-• : , :. • 'v' • -; <'< • ' '• • ' ; - 


/v?L6-- : - 
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• ' V : • / " Tabic 3 A Nearest Neighbor (BlastN vs. Genbank) > L • -p 


SEQ ID 
NO 


i ACCESSN 


\ : ' 1' ' •• /; - ■ ' • - ' ; • DESCRIP " • " " . ; - £ • [ : .y r , - • ' 


P VALUE 


2896 


VAY020760 ' 


Oryza sativa microsatellite MRG3085 containing (TA)X13, closest to 
marker R2976, genomic sequence , v 


0.007 


2897/ 


AE006318 


Lactococcus lactis subsp. lactis IL1403 section 80 of 218 of the . 
complete genome ; : ; ' / •* . \ :';- : lx- 


0.53 


2898 


• X01973. 


Mouse gene for interferon alpha 4 (Mu EFN-alpha 4) 


3.9 


2899 


' AF 176677 


Candida albicans gamma-glutamylcysteine synthetase (GCS1) gene, 
complete cds . ••. V V '■■'/ ' •■ .:■ >>; ; 


.0.07 • 


2900 


AF 109009 


Prolaupala kukui clone 1092 transposon Laul sequence 


0.6 


2901 


D49739 


Chicken mRNA Tor leucine zipper protein, complete cds 


• .2.4 ; . 


2902 


/ ) U34610 v 


Mus musculus alpha- 1 (XVIII) collagen (COL18A1) gene, exon 6 and 

7^7- v ' /••- :r .y-. . ;• .. ■ . . >' ' . 


0.006 


2903 


AK026763 


Homo sapiens cDNA: FLJ231 10 fis, clone LNG07802 


0.34 - 


2904 


AF343914 


Campylobacter jejuni NCTC 1 1828 LOS biosynthesis cluster, partial 
sequence . "'• ; < . 


0:024 ' 


2905 


AE002722 


Drosppmla melanogaster genomic scaffold 142000013385665, 
complete sequence ^ , '•: 


0.007 


2906 


XM_027242 


Homo sapiens KIAA080 5 protein (KIAA0805), mRNA 


1.1 


2907 


QY15082 


Homo sapiens pl4.5 gene, partial exon 1 and promoter; hPOPl gene 
exon 1 and promoter and bidirectional promoter region ; 


: 0 . 67 ■ : 


2908 


XM__009536 


Homo sapiens GTPase GES; REM protein (REM), mRNA 


,5.9 


2909 


XM_036351 : 


Homo sapiens nuclear transcription factor Y, alpha (NFYA), mRNA 


•; 1E-32 


2910 


AB037851 


Homo sapiens mRNA for KIAA1430 protein^ partial cds 


0.58 


2911 


XMJD02943 


Homo sapiens similar to PRO0327 protein (H. sapiens) (LOC92 570), 
mRNA . '.' '1 ■ • : - ' ' [ : ' ■ ■ , " ". ' \ . ' 


-, ; 2.4 : ' 


2912 


AF069179" 


Lysiphlebus cardui NADH dehydrogenase 1 gene, mitochondrial gene 
encoding mitochondrial protein, partial cds 


' o:oo8 


2913, 


AJ243545 


Arabidopsis thaliana gene for 67 kD chloroplastic RNA-binding 
protein, P6 7 ' • 1 - . • ■ ." 


0:54 


2914 


AJ295795 


Isolepis producta chloroplast trnL gene intron 


.2.2. 


2915 


AJ3 11050 


Medicago sativa pr 10.2 gene for class 10 PR protein 


0:26 


2916 


AK021512 


Homo sapiens cDNA FLJ11450 fis, clone HEMBA1001432 


0.25 


2917. 


AK002979 


Mus musculus adult male brain cDN A, RIKEN full-length enriched 
library, clone:07 1000 1P07, full insert sequence 


.0.023' 


2918 


. AY007505 


Streptococcus mltis phage SMI PblA (pblA) and PblB (pblB) genes, 
complete cds; lysin (lys) gene, partial cds; and unknown genes 


0.026 


2919 


AK022043 


Homo sapiens cDNA FLJ1 1981 fis, clone HEMBB 10013 17 


0.69' 


292U 


AF 162969 


Mycoplasma capricolum capricolum strain 960038 fructose . 
biphpsphate aldolase gene, partial' cds • r ; ; v ■. 


0.064 


2921 


%T 05 1364 


Homo sapiens similar to immediate early protein (H. sapiens) 
(LOC93434), mRNA - ; 


.0.086 


2922 


XM_027642 


Homo sapiens KIAA0349 protein (KIAA03 49), mRNA 


0.24 


2923 


XM_045819 


Homo sapiens cofilin 2 (muscle) (CFL2), mRNA V 


/ 1.9 


2924 


AF146362 


iDrosophila melanogaster Huntington disease protein homolog : 
(Hsap\HD) mRNA, complete cds j : ; : 


- 0.23 > 
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■: V' Table 3A " Nearest Neighbor (BlastN vs. Genbank) 


SEQ ID 

NO . 


ACCESSN 


: " • ■ . ■ ' • ' descrip • • : - • . . V, : v.' • ■ 


P VALUE 


2925 


U91993, 


Solaniirh chacoerme transnosahle elpment Scti9 <»pfnipncp 


0 097 


2926 


AK09 1789 


Homo <;anipri<; rDNA FT T1 1790 fk Hone HFMRA 100S991 


9 ^ 

Z. J 


2927 


AF274444 * 


Carsonella mddii ribosomal protein LI 1 (rpLl 1), ribosomal protein 
LI (rpLl), ribosoinal protein L10 (rpLlO), ribosoinal protein L7/L 12 
^rpiw //iv l peia suuunii oi kin a polymerase ^rpooj, ueia-pnme ; • 
subunit of RN A polymerase (rpoC), ribosomal protein S 1 2 > 




2928 




oimian lmmunoQeiiciency virus isolate rzoi paueni jrz, gpizu ^envj 

gClie, pdIUd.1 V/Uo 




2929 


AK022102 


Homo sapiens cDNA FLJ12040 fis, clone HEM BB 100 1944 , 


o : 


2930 


AC004239 


rlUIIlO bdpieila DaL vLUUC 1 DO^+rO xlvJlll /pi j-pzi, VAMlipieie i 

sequence..'." •;" VyA-'-yjv'; .V: V'^"'- ■">.'."• 


0.001 


2931 


AF 1048 19; 


ollullldlld Ullllvdld lULLs tt/lIC, pal lldl oCl|UeiIl*C, eixlUlUjJldol gt-llC XUl - 

chloroplast product 


■ 0 25 


2932 . 


AF171916 


Trimeresurus flavomaculatus cytochrome b (cytb) gene, partial cds; 
mitochondrial gene for mitochondrial product /.'.-' • 


0.21 : 


; 2933 


a to i isQf^ 

AJu 1 1J7U 


Hnmrt cnnipriQ tT5ir»nprl fprmin^il pvrtn r*lniif* R9P*8 


0.0003 


2934 


AF269i37 


ripmo sapiens ■vj/vd/va reL/epior gdiiuiid J auuuiui ^\jr/\xjxvvjj^ gene, 
exon 3 ; ■ '• '; : ■ '/ 


as 


• 2935 


AB030586 


AraDiQopsis inauana /\a.ii^i gene ior amino acia urdnsponer-iiKe 
protein 1, complete cds * ^ ' 


; 1.9 


2936 


; L76484 


Cronartium appalachianum isolate Ca^l 18S ribosomal RNA gene, ■;■ 
partial sequence; internal transcribed spacer 1, 5.8§ ribosomal RNA 

^^n^-v *-k infernal i r% cr* wt \~\s\s~\ l • y\ r* ^) rrMtinmf n r/^riiiArtr*/^' afi/l / ^ 

gene ana intemaj iranscnDeu spacer z, compieie sequence, ana. zoo 
ribosomal RNA gene, partial sequence 


' 0:71 V 


2937 


At J>OtO /U 


l rypdJiosomd congoiense LaiieiiLuiiu iiijtv^^> ^umpicie uub 




• 2938 


JNJVl_^UU*lpoz 


jiOlllO bdpieiib rtf diiu prxvoi iiucrdLLiii^ pruicni 1 ^roirij, iiix\in/v 


9 ' ' :: 


2939 


A t n^no i o 1 
/YLUDUz iy 


Homo sapiens mRN A; cDNA DKFZp586J1623 (from clone 

L/lSJrZjpjOOJ lOZ J ) ... , 


• ' 1 R 


2940 


A VI 1 ^ Aft T 
/vrZ/jOo/ 


Plasmodium falciparum knob-associated histidine-rich protein . 
^i\ur\xijAJr ) gene, conipicic cub • 


0.009 


2941 


AF 142701 


vignd umoeiidia iiidiurdbe-iiKe pruicm ^iiiduv^ gene, eumpieie eub, 
chloroplast gene for chloroplast product 


0.56 


; 2942 


A. F9 9 677 V 


IVlllLIiyriUlUIll UliUUldLUlIl allldll I lUUoUlllal piUlClll *r ^lpat^ gciic, v 

nartinl rHc rhlnrnnlast pptip for chlornnliast nroduct - 


. 0.073 


2943 


XM_034735 


Homo sapiens similar to hypothetical protein FLJ21463 (H. sapiens) : 
(LOC90883), mRNA 


0 / 


2944 


AK017899 


Mus musculus adult male, thymus cDNA, RIKEN full-length enriched 
library, clone:5830405M20, full insert sequence . 


' 0.28 


2945 


: Y10159 


D.discoideum racGAP gene 


6.2 


2946 / 


XM 011562 


Homo sapiens hypothetical gene supported by NM 00Q 181 
(LOC92707), mRNA : ' - ^ ; : ^ ; 1 


0.025 


2947 


, .AF191257 


Trichuris trichiura microsatellite ttstrl4 


0.078 . 


; .2948 


Y08449 


E.caballus DNA segment containing CA microsatellite VHL137 


0.00003 
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Table 3 A Nearest Neighbor (BlastN vs. Genbank) V : "{] ' / ; 


SEQ ID 
NO 


' ACCESSN , 


,r -,-V ■'•'V: v " -'; descrip X •'• 


P VALUE 


2949; 


; AKQ03959 


A/TiiQ miiQniliiQ 1R Have; Ptnhrvn rTYWA PTFCFTvI fiill-lpnoth pnrir*h^H 

1V1U.J) illll jV.'Ultio lO uajra tiUUljU U-L/i^^t., IVLCV1_j1N 1U11 ICllHlll CllllOHGLl . 

library, clone: 1 1 10029G12, full insert sequence 


0^077 


2950 


I\fu 01 9779 


Ratfiis norvppini*; Ariiianorin 5 ^Ann5^ mTJTsTA 


• ••' 9 9 


2951 


AT404.9QS 


Rnrplic cphlnmhpT*(Tf*ri IX Si rRT\TA crpnp icr»1ntf» 101 

LJUl^llo odlULllllUfclgtH 1 O O 1 1 vl N r\ g^/llC., loUldlt 171: . , 


0 9S 


2952 


AF00H6S 


Plasmodium falciparum chromosome 2, section 2 of 73 of the 


0 49 


,2954 


VI 

I UtJ'T . • i , 


f~Vin c £i i~i PC itiR^IA foi* thvrr\ir1 d i mill fit itict Vinrrnr\nr» rpppntnr 
V-/Vlo dl ICo IIUCVLN /"V JAM LlljUJlvl oLlIlLLlldllllg HUllllUllV^ itL.CpivH' 


18 

1 . o 


2955 




Homo sapiens SDHD gene for small subunit of cytochrome b of 

olUb/L'lllaLC VJOllj UI Ut^Cl IdoC, yUlllfJlyLG LUQ ■- ,; 


b.ooi 


-2956 


BC010367 


riuiiiu pdpitub, iiypuLiiciiL.cii jjiuitiii f j L/J.z.u_>j < +, ciunc ivivjv^. i j^jz 
IMAGE:4334172, mRNA, complete cds .' ■ ■ 




2957 




C*\r\Tiz\ infp<vtinjilic mRNA for nnrlpar lamin f Inmiri T 7 pptip^ 


2 


2958 


AKO 16695 


AXiic mucfiiliic oHiilt itiqIp tactic r , Ti~WA' T?1T^T-?"W fill 1 _1 oti trt Vv f»n r~i r^li^/H 
1V1US inUoLUiUo dUUll Illd.lv LCollc> vi-/JLN/\, ivLTvClN. lUll-lCXlglll CIlTlvilCU. 

library, cione:4933406J08, full insert sequence 


; 2E-14 


2959 


yi/ 1 J70J 


\yf mucr'iiliic PAtitrnl rpcnnri cpniipnpp DMA % - - •"- 


0 072 


2960 


AL591590 


IJi i rTi ci n DMA cpnnpnpp frr^m plnnp C^' 111 _9 0 S 1 ^t9 1 on rhrnmncnmp * 

JLiLlllldll l-'IN/A. ^CULlClll/G V1U11V v 1L/ ZWJ JVJjil Ull Vlll WlllUaVJlllC 

Xql3 .3-21.2, complete sequence [Homo sapiens] \ 


0.007 


2961 


AB002807 


Glycine max DNA for nodulin 35, partial cds '■ - 


,.[; ':> 0.24 


.2962 


A FO0 1 1QQ 


Plasmodium falciparum chromosome 2, section 36 of 73 of the . 

pr^mnlpfp cpniipnpp *■ / 
VUliipivlv ocmJ-tiivc 


0.003 


2963 


AF298224 . 


Homo sapiens RPCWI 289E13 CD21 gene, partial cds 


0.00001 


2964 


XM_0 18458 


Unmn ciinipnc Qimiliir tn Vivr^ntViPtiP^il rimtpiti PTJ09899 TT-I csmipnc^ 
xiumu o<ipiciio oiniiini tu iiy y\JiiiKsii\scii piL/icin r lyyj^o^z, A w^Jviwy, 

(LOC93537), mRNA ; ; : : : \ " , : 


vb.2i 


2965 


AF98K778 


T-Trnnr^ cunipnQ prvtbrnlpnlcpmia tranclnrjittnn hrpalcnnint rp^ion 


0.068 


2966 


AF071QQ4 


Drosophila melanogaster gamma-tubulin (GTUB) gene, partial cds; 7 
anu recomoinduoii repdir proieiii i ^rvrvr 1 y diiu uiyiiiiuyidLe synuidoc 
^ 1 genes,, coinpicie cu5>, diiu. i\iN/\-oiiiunig piuiein ^-tvdit^j gciic, 

pdl tiai accmciivc v - 


. 0.14 


2967 


AT 101 R99 


Human DNA sequence from clone 346P1 1 on chromosome Xq21.2- 

Zl.jj, CvJ^HP*^'-^ aCHUCllL-C [rlUlllU bcipiCllbJ " ; v . 


0 0000001 


2968 


, U31284 


iviesoideiuuiii Ldicidrioruiii uiunc iiiebpiiyiu piiyiuviiiuiiic gciic, 
complete cds 


: 0.59 


2969 


XM 008806 


Homo sapiens mitogen-activated protein kinase 4 (MAPK4); mRNA 


18; ,- . 


2970 




VTnmn qanipnc KTA A 170Q nrntein H<TA A 1 209V rnRNA 


0.001 


2971 


AF 1797 11 


Hylobates sp. RH50 glycoprotein (RHAG) gene, intron 9 


.0.56 


2912 


BC007133 • 


Mus museums, apoptosis inhibitory protein 5, clone MGC:5830 
IMAGE:3594358, mRNA, complete cds / : y V 


• - . 5.4 


2973 


, AF282018 


Homo sapiens clone 15qtel_ctg0082 c262bt3 _c290bt3 sequence ' 


2E-53 


2974' 


AE004790 


Pseudomonas aeruginosa PA01, section 35 1 of 529 of the complete 
genome "■" .■ - • 


1.8 


2975 


XM 003050 


Homo sapiens similar to seven transmembrane domain orphan 
receptor (H. sapiens) (LOC63 108), mRNA , ' : ' ' 


. 0-27 


2976'' 


' AF3 53728 . 


Mus musculus myo-inositol monophosphatase 1 (Impal) gene, exons : 
1 through 7 • . - : ' ' '.>)■■- '•■}-/- " 
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' ; - v-v .Table 3A Nearest Neighbor (BlastN vs. Oenbank) .'. v ; • 


SEQID 
NO 


ACCESSN 


: • • py- z W' ; ; - \ DESCRIP •■ • ' : \ ? : ' 


P VALUE 


'2977 


AK005535 


Mus musculus adult female placenta cDNA, RIKEN full-length 
enriched library, clone: 1 600025H 1 5, full insert sequence 


'6.55 


2978 


AJ002479 


Medicago truncatula ENBP 1 gene, exons I to 12 


; ().64- 


2979 


: ^AF 154836 ^ 


Homo sapiens Ras-Iike OTP-binding protein (RAB27A) gene, exons 

lb and 2 V ^ ; v ' V>: -'V ; - ' ■ - ; - ■ ' 


0000001 


2981 


AF260819 


Plasmodium falciparum CGI protein gene, complete cds 


1*0-73 - 


2982: 


AE006714 


Sulfolobus solfataricus section 73 of 272 of the complete genome 


0.02 


2984 


NM_004114 


Homo sapiens fibroblast growth factor 13 (FGF13), inRNA 


. 6.7 


2985 V 


AF155369 


Buthus martensii putative potassium ion channel blocker TXKsl \; 
mRNA, complete cds 


v "0.72 


2986 


XM041836 


Homo sapiens similar to MHC class I region ORF (I I. sapiens) r 
(LOC91955), mRNA ..v ." ; . : - ' "': 


.0 18 


2987 


AF153668* 


Micrpcephala discoidea NADH dehydrogenase (ndhF) gene, partial 
cds; chloroplast gene for chloroplast product : : 


1:7 : 


2988 


AF2i62li 


Drosophila buzzatii alpha-esterase 3 (aE3) and alpha-esterase 4b t f 
(aE4b) genes, complete cds 


0.073 ' 


2989 . 


; AF3 52244 r 


Dermatophagoides farinae paramyosin-like allergen mRNA, partial ] 


0.025 : 


2990 


XM_007409 


Homo sapiens alkylation repair; alkB homolog ( ABH), mRNA 


0.21 


2991 


AF005779 


Sus scrofa neuropeptide Y Yl receptor mRNA, complete cds 


0.66 


2992 


AF264749 


Arabidopsis thaliana hydrophobic protein RCI2B (RCI2B) and 
hydrophobic protein RCI2A (RCI2A) genes, complete cds 


0.022 . 


2994 


' AL162033 


Homo sapiens mRNA; cDNA pKFZp434F1872 (from clone 
DKFZp434F1872) v : ' : - ? V'Vv"^ 


.0.69 ' 


2995 


AKO 13593 


Mus musculus adult male hippocampus cDNA, RIKEN full-length! 
enriched library, clone:2900024O09, full insert sequence 


• 'I 0.7 


2996 


AF222716 


Plasmodium falciparum clone 3D7 unconventional myosin PfM-B 
gene, complete cds . , " 


0.027 


2997 


AK006599 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone: 1700034J06, full insert sequence ' ; .* 


2.2 


2998 


AFO 10509 


Plasmodium falciparum microsatellite TA39 sequence 


0.001 


2999 


AF070566 


Homo sapiens clones 2461 1 and 24705 mRNA sequence 


0.000003 


3000 


AF181676 


Homo sapiens clone 204112 polymorphic microsatellite sequence 


0 074 


3001 


M17169 


Chinese hamster glucose-regulated protein GRP78 mRNA, complete 

cds •' V ->v". c ■ \- ■ ■ ' '• • '• • . v : '- 


0.008 


3002 


NM_031236 


Rattus norvegicus alpha 1,2-fucosyltransferase (Futl), mRNA 


0.69 


•3003 


XM_016321 


Homo sapiens region containing TBX3-iso protein; T-box 3 (ulnar 
manimary syndrome) (LOC82353), mRNA ••' ■ 


•0.73 ' 


3004 


BC005379' 


Homo sapiens, Similar to plasminogen, clone MGC: 12496 . .. 
IMAGE:3934860, mRNA, complete cds ; * v \ 


0.000001 


3005 


AF276176 : 


Scaphirhynchus platorynchus microsatellite Spl- 107 sequence 


0.009 


3006 


XM 010048 


Homo sapiens like mouse brain protein E46 (E46L), mRNA 


0.47 


3007 


NCJ)01807 


Human mitochondrion, complete genome 


1E-10 


3008 • 


.AE006103 


Pasteurella multocida'PM70 section 70 of 204 of the complete genome 


; : ':-;o:4-': ;: ' 





: : • Table 3 A Nearest Neighbor (BlastN vs. Genbank) .: ?- ; 


SEQJD 
NO 


ACCESSN 


. ' .'v.^''..-. : -:MV::V '. descrjp 'v. ; "\ ' '. 


P VALUE 


• 3009 


AcUUoZoo 


Lactococcus lactis subsp. lactis IL1403 section 28 of 218 of the ; 
complete genome 


u.z 


3010 


a foots 1 o 

. ArUZZqlZ. 


Dehalospirilluin multivorans GTP cyclohydrolase II (ribA) gene, : 
partial cds; and 3,4Kiihydroxy-2-butanone-4-phosphate synthase " ; '< x 
(ribB), riboflavin synthase (ribH), tetrachloroethene reductive 
aenaiogenasc caiaiyucaiiy active suounii ^pce/v), ana leiracni^ 


n it' 


3011 


. AJ243901 


Mycoplasma hominis p75 gene, strain PG21 


1.4 ; 


3013 




Homo sapiens hypothetical protein DKFZp76 1 C 1 2 1 \'-y'\ 

fF)R'F7n7£1 PI 9 1 ^ rhPMA : , £.' ' 




3014 




PonHtHci 'llHi^^nc OR F DMA Hnnp ^ioR "■ 

l^dllUlUd dlUlCctllb Vjivr J^lN^fY, UlUllC OtgJD - ..< 


. .U.JZi 


3015 ' 


a iooAtt77 


Ducnnera- apniaicoia piasmia puusi, repAZ gene, ieuA gene ana 


n fil l 


3016 


L07898 


Entamoeba histolytica alpha- 1 tubulin (tubl) gene, complete cds 


0:024 


3017 




Unman T TQ mT)"M A : ' :•' ; ... •'. • - : . 

riuman L»io nuviN a . . 


' 1 .z 


3018 


AT 1 11 1 10 

. AL1ZZ 1ZZ 


Homo sapiens mRNA; cDNA DKFZp434L098 (from clone , 

lJiVrZvP4 J.^L/UV o) 


■CS 007 


3019 


V01 270 


Rattus norvegicus genes for 18S^ 5.8S, and 28S ribosomal RNAs ! 


2E.10 


3020 




riomo sapiens cu.ina rLjizvyy ns, cione rNizKJrJuuujz4 


• KJ . 1 Z 


3021 


U80449 ; 


Caenorhabditis elegans cosmid R10 A 10 • - : 


0.29 


: 3022 


Ar J j 347 J 


Oryzias latipes germ cell-less protein (gel) mRNA, complete cds 




3023 


XM JJ J /o 1 1 


Homo sapiens hypothetical gene supported by AL 1 1 7650 

(L-OCy 1 J4yJ, miuNA ■■ i. 




3024 


. AKO 16492 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:493 1430N09, full insert sequence ' v V 


o ooj/ 


3025 


XM_01 1 lo9 


Homo sapiens similar to DKFZP564K247 protein (H, sapiens) • ' 
(LUC91jJ /), inKJVIA 




3026 


BC010710 


Mus musculus, Similar to ribosomal protein LI 9, clone MGC.650Q 
lMAOb.zo483vJ, mKJNA, complete cas 


C.I . 
3.1 


3027 


XM__0 17923- 


Homo sapiens nypoiueticai proiein rL.j izoou (ru izoouj,. iukjna 




3028' 


AL-Uloo/1 


riomo sapiens jdaL/ cione Kr i i-izjz4 irom y , complete sequence 


o oi? 


'3029 


LIJOOZ 


Campylobacter jejuni major cell-binding factor (pebl) and receptor 
genes, complete cds . ' . 


0 044 


3030 


Y77 1 70 

•. A / / 1 /Z - 


M. musculus pF2 genomic DNA, homology with mouse repetitive ; 

olptnpnic R 1 q ri ri VinmQn A In ' 
CiemCIUS Ol, OZ.dllU ILUlilcul /VIU 


6.008 • 


3031 


AF074841 


Campylobacter lari tRNA-Ala and tRNA-Ile genes, complete sequence 


0.016 


. 3032 


; AF272846 


Homo sapiens Fanconi anemia complementation group D2 protein 
(FANCD2) gene, exon 1 ' : * \ 


0.065 


3033 


D50090 


Drosophila americana texana G-3-P dehydrogenase (alphaGpdh) 
gene, exon 1-8, complete cds 


0.13 


3034 


VAE001417 • 


Plasmodium falciparum chromosome 2, section 54 of 73 of the 
complete sequence : / ; > 


0.15 


3035 


' AK002007 


Homo sapiens cDNA FLJ11 145 fis, clone PLACE 1006626, highly - 
similar to Homo sapiens mRNA for KIAA0928 protein ' ; • 


: 0.026 
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. Table 3A Nearest Neighbor (BlastN vs. Genbank) ; 


SEQ ID 
NO 






P VALUE 


3036 


AL5 12432 


Human DNA sequence from clone RP1 1-245H22 on chromosome 6 
Contains GSSs, complete sequence [Homo sapiens] . 


0.00003 


• 3037 


; AB030490 


Glycine max SG-05 gene for thiamin biosynthetic enzyme, complete 

cds '-. : - • ' . ■ ' '-/•', ' ':' ' ■. - 


0.003 


3038 


U05820 


Saccharbmyces cerevisiae DA-box protein Smc2p (SMC2) gene, : 
complete cds, and assimilatory sulfite reductase (MET 10) gene,- 
partial cds V : • ' : " '•'•[ : ; 


• 1.7 .. 


3039 


AF098761 


Graciiaria gracilis microsatellite Ggl55R sequence . / 


- 0.07 


3041 


AF045595 


Carassius auratus clone gf-40 glutamic acid decarboxylase isoform 67 
(GAD67) mRNA, complete cds • ^ ; 


. • 2 -• 


3042 


AJ404308 


Sorites marginalis 18S rRNA gene, isolate 836 ; . 


0.009 


3043 


; AE006495 


Streptococcus pyogenes Ml GAS strain SF370, section 24 of 167 of 
the complete genome : ; ■' : ' iY\,.- 


^ 6 ' 


3044 " 


XM 030781 


Homo sapiens enigma (LIM domain protein) (EMGMA)/ mRN A : 


3E-18 


3045 


AC024748 


Caenorhabditis elegans cosmid Y110A2AR, complete sequence 


Air 

0.15 


3046 


; AL5 12282 


Human DNA sequence from clone XXyac-BA 1.4 IF 18 on chromosome 
X, complete sequence [Homo sapiens] : V V A-- 


0.06 


3047, 


AF00998d 


Otolemur garnetti color vision opsin gene, exons 5 and 6, and 
complete cds : i ./ • " 




1048 

JV TO 


AF284953 


Carex exsiccata tRNA-Thr, partial sequence; trnT-lrnL intergenic 
spacer, tRNA-Leu, and traL-trnF intergenic spacer, complete ; 
sequence; and tRNA-Phe, partial sequence; chloroplast genes for 
chloroplast products 


: 0.23 


3049 


AE004036. 


Xylelia fastidiosa 9a5c, section 182 of 229 of the complete genome 


; 43. : 


JV/JU 


X94767 


11. sapiens RP3 gene (XLRP gene 2) 


.6.002 


3051 


. AF279135 


Dictyostelium discoideum spore coat structural protein SP65 (cotE) 
gene, complete cds * " . , ^ . 


0.003 


3052 


AF277452 


Rattus norvegicus Pkdl mRNA, partial cds 


0.12 


3053 


A T7 Tin 1 1 

AF327114 


Homo sapiens clone 8qtel_c 1 9t7 sequence : • . - 


8E-17 


; 3054 


AB052201 


Macaca fascicularis brain cDNA, clone:QnpA-20394 


0.59 


3055 


. AJ235314 


Antilocapra arriericana mitochondrial DNA for D-loop ] 


0.17. 


3056 


AF361481 


Homo sapiens mitochondrial GTP-binding protein 1 (GTPBP3) gene, 
complete cds; nuclear gene for mitochondrial product 


0.009 


3057 




ounoioous sonatancus section zjo or z/z 01 me compieie genome 


1 

t . . . 1.0. 


3058 ; 


V AJ277756 : 


Legionella pneumophila ORF X (partial), recA gene, recX gene and 
sya gene (partial) / ; 


: 6:21 ' r 


3059 


> .U73044 : 


Schizosaccharomyces pombe ARS binding protein 2 (abp2) mRNA, 
complete cds . ^ 1 ■ • « ; . .0 . 


0.058 ; 


3060 


vAF043123' 


Homo sapiens interieukin-7 receptor precursor (IL7R) gene, exon 1 


0.2 


306 1 


L43603 V 


Gallus gallus Na+/K+-ATPase alpha- 1 subunit gene, promoter region 


!0.48 
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'-■ - . . Table 3A Nearest Neighbor (BlastN vs. Genbank) "■ 


SEQ ID 
NO 


APPF^'sN 


:- : LvJ_>Ov^I\J.F ■ -.■■->■-. 


P VAl T IF 


3062 




IN . VlllU.CoV>Clla JlllJVLN/T. JLU1 JJ.UAU 1U .-- ' -. 


yj.vyz. 


• 3063" 


A.F001454- 


rtcuainnus aimuus l>cj promoier-uinQing iacior-z yxJrLSr-Z) itikina, 
complete cds . ••" : -' 'V : • ^ : 1 


0.18 


3064 


: /vruoouoz 


T-Tr\tnr% enm^nc fiill 1 (Ti ot 11 itic^Tt r^T^^vTA r^lrinf \^7f^^»T-i 1 1 
nOILlu ocipiCIlb 1U11 lt/ll^lil llLat/I L CL/lNrV LiUIlC I ZAJ OJ3 1 1 




.3065 


. ; U67234 


Human clone HS5.29 Alu-Ya5 sequence 


: 0.087 


-3066 




ivius muscuius type i sigma receptor gene, complete cqs 


n /is 


306?: 


! J05544 : 


Plasmodium falciparum glucoscphosphate isomerase (ggi.Rl) gene, 
complete cds . : . ? : . ; •. • '. .. [ , ■ 


'j>0.2 < 


3068 


V 1 HA sS 


Rat Bmyc gene 5' -fragment ' 




3069 


AF298207 


Dictyostelium discoideum transposon thug-S, complete sequence f 


0.003 


3070 


NM : 030238 


Mus muscuius dyncin, cytoplasmic, heavy chain l (Dnchcl), mRN A 


>• 1.7 - 


307! 


AB032151 


Homo sapiens B ABP gene for bile acid-binding protein [AKR 1C2], 
exon i to 7 • v . 7":; . • ' . ' • ■ :' . .: ' : 


■ ; 0.28 • 


3072 


JNL, UU14S1 


Feline calicivirus, complete genome 


1 Q 


3073 




Mus muscuius growth hormone receptor/binding protein gene, exonis 
9- 10, and partial cds ' 7. • 


U . 1 J 


3074 


; Z24279 % 


H. sapiens (D1S489) DNA segment containing (C A) repeat; clone 
AFM309vc9; single read " ' 


0 16 


3075 . 


AF228724 


Rhagoletis conversa NAD H-de hy d rogenase subunit 4 (ND4) gene, 
partial sequence; NADH-dehydrogenase subunit 4L (ND4L) gene, 
complete sequence; and tRNA-Thr gene, partial sequence; 
mitochondrial genes for mitochondrial products 


0.048 


3076 




Oryza longistaminata receptor kinase-l ike protein (Xa2 l) gene, 
compieie cas anu Ldiiiny iiieiuoer l^, pseuuogeiie 




3077 


U55184 


Human G protein Golf alpha gene, exon 12 and complete cds 


IE- 16 


3078 ■• 


A PAA^ 1 in; 


jvius muscuius clone y wou.moaciugap irom i4ui-jjz j[ 1 -v^en 
Receptor Alpha Locus), complete sequence - 


n noon a 


3079 


AK0 15900 


Mus muscuius adult male testis cDNA, RfKEN full-length enriched 
library, clone:4930526F13, full insert sequence 


0^76 


3080 


AL133637 


riomo sapiens mKJN a, cijjna uis.rZip434j ioi<s (irom cione <-. 
DKFZp434J1618); partial cds ^ 


0.071 


3081. 


• o /4UoJ 


c-raf^raf protein [Xenopus laevis, mRN A, 2736 nt] 




3082 


VTAiP A1 /IvinQ 

NM_0144Vo 


Homo sapiens type 11 Golgi membrane protein (GPP 130)^ mRN A 


in 

. l.y 


3083 


A iPIOOII /I' 

Ar.2Jo2J4 


Entamoeba histolytica diaphanous protein (dia) gene, partial cds 


4> ; 1 


.3084 


XM_0 10729- 


Homo sapiens SW1/SNF related, matrix associated, actin dependent 
regulator of chromatin, subfamily f, member 1 (SMARCF1), mRN A 


.0.65 


3085 


AK007542 ' 


Mus muscuius 10 day old male pancreas cDN A, RIKEN full-length 
enriched library, clone: 18 10019D05, full insert sequence 


: 0.62 


'3086. 


. AF228977 .. 


Human T-cell lymphotropic virus type 1 isolate ATLL long terminal 
repeat, partial sequence - •'' 


0.0003 


: 3087 


AC091698 


Homo sapiens clone RP1 1-596J6, complete sequence 


0.073 


; 3088/ 


AF233882,, 


Homo sapiens plakoglobin (JUP) gene, exons 1 through 7. 


4E-88 
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v ; ;: ; ' Table 3A Nearest Neighbor (BlastN vs. Genbank) '-' . - ''il'.r- 


SEQ ID 
NO 


ACCESSN 


: / DRSCRIP ' : . ; -V ;: - v ^ : v :/ : y ■ 


P VALUE 


3089 




Drosophila koepferae K04 San Luis, Argentina, Gandalf transposable 
element DNA< partial sequence / • ; • /-[ - 


0.2 


3090, 


AF279292 


Mycoplasma hyopneumoniae strain ISU 232 YX1 (yxl) gene, partial 
cds; pi 10 membrane protein precursor, gene, complete cds; and YX2 
(yxl) gene, partial cds \ : 


:'- ; :0.2- • 


3091 


AF391284 


Homo sapiens llpl5.5 clone LOH11A, partial sequence .': 


0.007 


3092 


/ AF259737. 


Ovis aries microsatellite MNS-64 sequence ■ . - 


0.66 


.3093' 


NM_030261 


Mus museums hypothetical protein MGC7182 (MGC7182), mRNA = 


•6E-36 


3094 


AB047879 


Macaca fascicularis brain cDNA, clone:QnpA-T4270 


0.00003 


3095 


VX65607 


RsapiensMTlX gene for metallothionein IX • 


0.023 


3096 


AF23 1 164 


Pseudosymblepharis schimperiaha tRNA-Leu, partial sequence; traL- 
trnF intergenic spacer, complete sequence; and tRNA-Phe, partial 
sequence; chloroplast genes for chloroptast products : ^ - m 


0.06 


3097 


AF29043 1 


Mus museums sequence downstream of Hyall ; and Fus2 gene, 5\UTR 
and exon 1 ' • ..' V 4 . •• • 


.- 1.3 


3098 


, X96762 


C.elegans mRNA for DNA topoisomcrase I : - 


0.028 


3099 : 


AB036229 


Salganea nigrita mitochondrial COII gene for cytochrome oxidase II, 
partial cds, collection siteiLake Danao, Leyte, Philippines 


0.53 


-3100 


AJ 3 09 183 


Staphylococcus aureus partial coa gene for coagulase, type F, isolate > 

rs?9 - ■ ;-. ...... ; 


U.U / . 


3101 


. AF240785 1 


Homo sapiens glutathione-S-transferase GSTT1 deletion/junction - 
region sequence 


0.000004 


'3102; 


XM_031737 


Homo sapiens synaptpsomal-associated protein, 23kD (SNAP23), 
mRNA; r ' - - - • ,-^' : \>^^: : ^: 'v •% "'/;'-'■ '' ^f - ' 


0 ; 0000004 


3103 


AY035097 


Arabidopsis thahana putative prohne-nch protein (F23H24.15) 
mRNA, complete cds 


0.18 


3104 ' 


AF121069 


Anopheles farauti.3 12S small subumt ribosomal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product 


0.065 




NM 016701 


Mus museums nestin (Nes), mRNA : 


.0.23 


3 106 


L41893 


Homo sapiens retinoblastoma susceptibility protein (RBI) gene, exon 
5, bases 44452-44939 in LI 1910,. ' - 


.0.008 


3107 


•Z78623 


H. sapiens flow-sorted chromosome 6 TaqI fragment, bC6pA12B7 




• 3 108 • 


XM 041367 


Homo sapiens NAE)H dehydrogenase (ubiquinone) 1 beta subcomplex, 
4 ( 1 5kD, B 1 5) (NDUFB4), mRNA " ; - - r - ■ " . 


2E-24 


.3109 


AL117617 


rio mo sapiens iiuvin/\, ci^in/^ i^jsxz^p^oH-riu /oh- ^iiuiu uunc . • 
DKFZp564H0764) .; . - ?• /V. • - , :*•• : 


: 0.17 ; 


. 3110 


AK023907 


Homo sapiens cDNA FLJ13845 fis, clone THYRO1000815 


•7E-42 


3 111 


M95396 


Yeast putative transcriptional activator (AD A2) gene, complete cds 


3.8 


3112 


NC_002670 


Bacteriophage bIL3 11, complete genome ' : 


0.073 


3113 


XM_037870 


Homo sapiens desmoplakin (DPI; DPII) (DSP), mRNA 


r ' 2.2 


3114 


NM_032276 


Homo sapiens hypothetical protein DKFZp547E()52 ; r : - 
(DKFZp547E052), mRNA ; ' 


0.43 ' 
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; Table 3 A Nearest Neighbor (BlastN vs. Genbank) : - : v 1 : : 


SEQ ID 
NO 


ACCESSN 


;v :. ; ^ - r . =• : , : • : ^- V :- / - . 


P VALUE 


3115 


AB048877 


Macaca fascicularis brain cDNA, clone :QnpA- 164 14 , 


3E-30 


3116 


AKO 14209 


Mus musculus 13 days embryo head cDNA, REKEN full-length >:0. 
enriched library, clone: 31 10053B16, full insert sequence 


; 0.029 


3117 


XM 037053 


Homo sapiens rhabdoid tumor deletion region. protein 1 (RTDR1), /; ; 
mRNA \ • J ;' . ^ ■. }>: ■ vV- : : ' - 


9E-47 


3118 


AF156197 


Cinara pseudotaxifolia cytochrome oxidase II gene, partial cds; y 
mitochondrial gene for mitochondrial product : ' '■■//■ : 


0)8 


3119 


AK022006 


Homo sapiens cDNA FLJ1 1944 fis, clone I IEMBB 1000684 


0.003 


3120 


• U23175-- 


Gaenorhabditis elegans cosmid F57F 10, complete sequence , ' 


0.022 


3121 


AF267198 


Candidates Carsonella ruddii natural-host Arytaina genistae ATP ■ 
Qvntha^alnha ^iihnnit'YatnA^ ffone nartialcd^* ATP svnthase pamma 
subunit (atpG) gene, complete cds; and ATP synthase beta subunit 
(atpD) gene, partial cds ' '..•■.•■•v / ' • ' ' -,' ■'- 


0.019 


3122'. 


AY026461 


Homo sapiens CUB domain containing protein 1 (CDCP1) mRNA, 
complete cds '.-.'•••v*. • ■ , : " 


y. 0.5 


3123 


NG 002471 


Typhlonectes natans mitochondrion, complete genome 


. 0.45 


3125. 


AF328531 


Homo sapiens clone 9qtet_cl0t7 sequence 


0.00001 


3126 


AF397158 :, 


Homo sapiens clone 1 1 pur.alpha-associated ribosomal RNA gene, 
partial sequence • : . ( r . - 


- 2E-37 


3127 


AF 110970 


HIVrl isolate G-96BW1 1.06 country Botswana, complete genome 


5.3 • 


3128 


AJ237690 


Cams familiaris polymorphic marker clone XC08 


1.3 


3129 


AE001176 


Borrelia burgdorferi (section 62 of 70) of the complete genome 


. 0.084 


3130 


AJ271333 


Campylobacter hypilei ORF1, ORF2, ORF3 and ORF4 


6.7 


3131 


AF1 12247 


Merluccius productus Mpro-1 mitochondrial control region, partial 
sequence 


.0.0008; 


3132 


XM 002378. 


Homo sapiens uricharacterized hypothalamus protein HT010 (HTQ10), 
mRNA ; : • ; ; ,,' = : \ 


4E-28 


3133. 


AJ242726 


Xenopus laevis mRNA for p21 activated kinase 2 (PAK2 gene) 


v 0.25 


3134 


AF049711 


Petunia x hybrida pollen-specific 1-aminocyclopropane-l-carboxylate 
synthase (ACS2) gene, complete eds 


\ 0.24 ; 


3135. 


XNT003091 


Homo sapiens KIAA0001 gene product; putative G-protein-coupled 
recentor G nrotein counled recentor for IJDP-slucose (TCIAA0001Y 
mRNA \ ' • v V/. r. • / ^ ■ ;:'c.-V ": V • V ' ; '''' ''}■""' • -\ '■ ' ' ' v 


. 2.2. 


.3136 


Z33368 


M.capricolum DNA.for CONTIG MCABF 


• 0.001 


3137 


AE001433 


Plasmodium falciparum chromosome 2, section 70 of 73 of the " 
complete sequence • : , ^ V - 


0.001 


3138 


AKO 17235 


Mus musculus adult male pituitary gland cDN A, RIKEN full-length 
enriched library, clpne:5330405D 10, full insert sequence . 


• ;':;o.7 


3139 


• 'Z57308 


H. sapiens CpG island DN A genomic Mse 1 fragment, clone 170g9, 
reverse read cpgl70g9.rt la 


.0.023 


3140 


. AC005485 


Homo sapiens P AC clone RP5-998M2 from 7q33-q35, complete , = 
sequence" '.' ' ' ■ . \ .'.'•>• '' 


• ,;5:4 • ' 


3141 


:^AF 118654 • 


Leishrnania dqnovani ATPase 6 gene; kinetoplast gene for kinetbplast 
product ' . < '"' 1 -V >; 7' :: ' '- ; ' : V/' i-^-^y;'":^..- • • v . . 


: 0.66 



t: 
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/ / -\ Table- 3 A Nearest Neighbor (BlastN vs. Genbank) ; 


NO 


; accessn ; 


descrip ' - : < > •;■ 


RVALUE 


3 \42< 


' AJ271879 


Uncultured eubacterium plasmid pIE1130 DNA for repA gene, repC 
gene, repB gene, mob A gene, mobB gene, mobC gene, cac gene, catlll 
gene, sulil gene, strA gene, strB gene and aph(3 f )-I gene 


0.26: 




Y00165 


Sus scrofa mRNA for link protein 


.0.079 


3144; 


AF283982 


Caenorhabditis elegans transcription enhancer factor- 1 -like protein 
EGL-44 (egl-44) gene, complete cds " ' v - : 


0;0007 * 


3145 


•AE004926 


Pseudomonas aeruginosa P AO 1, section 487 of 529 of the complete • 
genome • "-../.•• '" v)-^.;-'-: ■ , • • •> \ 


• 0.44 


3146 : 


VAE004738; 


Pseudomonas aeruginosa P AO 1, section 299 of 529 of the complete - 
genome - ;/.':• ' ; ' V ; . • ' ' - 


• 14 


314.7 


AC083824 


Homo sapiens clone RP1 1-9 1 J 18, complete sequence 


0 : 59 




AY023127" 


Oryza sativa microsatellite MRC55452 containing (GCA)X9, closest to 
marker C402, genomic sequence : ? 


J -.0.77 . . 




XM 002943 


Homo sapiens similar to PRO0 3 27 protein (H. sapiens) (LOC92570), 
mRNA ^ : "; •' : -7 


0.073 




D8815K • 


Clostridium perfringens DNA for D-alanine:D-alanine ligase, cortical 
fragment-lytic enzyme - 


, 0.057 : : 


3151 


XM 009013 


Homo sapiens similar to tumor necrosis factor (ligand) superfamily, 
member 14 (H. sapiens) (LOC63472), mRNA - : r 


\ 1:7. . 


3l 


NM_0 12702 


Rattus norvegicus Carcirioembryonic antigen gene family (CGM1) 
(Cgml), mRNA \l " : . •'--/• : < . ;. • r ; : ' ■ . 


7 : 1.5 . 


3153 


AJ 13 1041 


Clogmia albipunctata mRNA for Hunchback protein, partial 


0.019 


3154 


AE000720 


Aquifex aeolicus section 52 of 109 of the complete genome ' 


? 5.3 V 




X74789 


Potato leaf roll virus RN A sequence ; 


0.47 


.) 1 JO 


AF064478 


Homo sapiens natural resistance-associated macrophage protein 2 ^ 
(NRAMP2) gene, exons 4 and 5 


0.021 


3157 


M84761 


Rat fatty acid synthase gene, complete cds 


0.25 ' 


O 1 Jo 


: AF239566 


Polycycnis ornata tRNA-Leu (trnL) gene, partial sequence; and trnL-F 
intergenic spacer region, complete sequence; chloroplast gene for , 
chloroplast product • •': / ; 


0.007 


J IJJ 


AF343914 


Campylobacter jejuni NCTC 1 1828 LOS biosynthesis cluster, partial 
sequence " • • '• • . 


0.025 


J 1DU 


AL137443 


Homo sapiens mRNA; cDN A DKFZp566G 1 84 (from clone • ' v 
DKFZp566G184) ' 


0.99 


j IOI 


X54452 


D.discoideum culmination spiA (Dd31) gene 


V./l 


11 £9 
J> 1 oz 


X80908 


K.esculentum gene for fruit ripening polygalacturonase 


, 0.069 


3163 


XM 007838' 


Homo sapiens nuclear factor of activated T-cells 5, toniciry-responsive 
(NFAT5); mRNA v : \ • ; ' " ^ O v ; ^ 


0.5': ' 


3164 


: A^ 


Mus musculus KvLQTl gene, KvLQTl-AS allele, partial intron. 
sequence ' • • ''^/••■V • •;. '-. . .• • • • '• " : - ; .: 


;o.i7 


3165. 


X86449 


E.caballus DNA segment containing microsatellite 


1E-25 


- 3166 : 


Z22800 


H. sapiens microsatellite repeat 


0.000004 


3167: 


U22842: 


Lagos bat virus nucleoproteih gene, partial cds 


0.027 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) ' 


SEQID 

'-NO;-'' 


ACCFSSN 


- : " ' " :V ' : , -.V : ; OFSCRrP • .• " ;: v- ■: '■ ,* 


P VAT f TP 


3168 


AF1088Q7 


^ampyiooacier jejuni r gup *;pgirs> gene, partial cas, ana. rgiA (pgiA), 
PglG (pglC), PglD (pglD), PglE (pglE), PglF (pglF), and PglG (pglG) 

gCllCb, LUUUJ1CIC tUa 


0 77 


;3169 


AE000556 . 


Helicobacter pylori 26695 section 34 of 134 of the complete genome 


■ 0.016 


3170 


AK024295 


Homo sapiens cDNA FLJ14233 fis, clone NT2RP4000049 


0.46 


'3171 


TT1 18TS 

\J I'D OJJ 


Mus miisculus c-abl protein (c-abl) gene, exons 1 and IB, ..: / V : 

dllCI IldUVCiy bpilvCU.. • •• - . .. 


rt.D' ' 


3172: 


A Til 9 887 

I VJ 1 J zoo / 


nuiiivj bdpiciib iciuincic juiiciioii bequciicc, iidpioiype O 




3173 . 




Homo sapiens hypothetical protein DKFZp761F20 14 j" ; ; ; 

f ryK"F7n76 1 F90 1 4"* mRNA • 


; 1 0 


3174 


T 40470 


Picnm cnti\/iim ( C"\ Pinr» T-TXX/'^Q— A.\ oF*nr* frsi ampnt 
r ibuiii bciuvuiii ^<wiunc n vv J 7 1 y gdic iidgiucni. 


," 0 OS 


' 3175 .- 


AF906S94 


jLacena vivipara i/o noosomai kin/v gene,.paniai sequence, uvin/v- 

\/ o 1 nnnp /^a m pt A cA/iiiprirp' nnH 1 A^s ri l^n c n m o 1 DMA aptip t^'i t*t t '.i 1 
V <LL ^C/lIvw, Vv\Jlil|yICLC ^CqUCiiCC, dilt* IL/O llUUoUlllal luXn. ^CllC, p<tl Hal . 

^friiipripp' rnitnfliriTiHTH^il <tptipq fnr mitopVinnrlrijil T^rnHiir*to: 

oV^tlV>/JlV^, 11UL\JV^11W11\J1 lal g^llLD 1U1 lllllW^llWllUJ. ldl JJIVAIUI/Lo • 


0 69 


3176 


Yiu 077847 


IIUIIHJ OCtpiCHo llCUlCAUjJIUllll J ^lNyvr LlJ ) 7 llLIVlNr\ 1 . 




.3177;/ 


AY026945. 


T?*it+iic ti r\t~\ ^ r* m f*i 1 c r T**/^J micmQtph tVix/Tnin^ frlx7/^ocr\7'1f3CA mP\I A 

xviiiiLis hoi ve^it/Uo' i . vj iiUpiiid.iLrii iiiyiiuiie giycubyidac hixvinm., .. 
complete cds ; • " '*'"'.• • : . " : { : r 


•v 1.6 : ' 


3178 . 


vy 09 8000 


riUlliU otipidlo rvir\jrv 1 jvj j jjiuiv^iil i^xsJiinLrYl juj j, iiiivl>(/\ 


9F-71 


317?; 




Carsphella ruddii RNA polymerase beta subunit (rpoB) and RNA • 

pUiyillCldbC UCLd-pilllIC bUOUlill yipUV^^ gCIICb, pdlLidl LUS 




3180 


■ ARO18068 

: r\JDU Joy OO : 


xlUIHO bdpiCIlb v^Fl^rixv gCHC, CAOIl J, CaUII O 


0 94 


3182 


AT< r 09'*S6Q 


Hp-itia cQnipnc rHM A FT Tl 'X S07 fi c rlnnp PT A CV 1 00S08S 

iiomo bcipieiib cjl'in/v rjujujuv lib, cionc rLn.Lciuujuoj 


9F 64 


3183 


AF940176 


\/fnc \/Tnc fn'iicf nine \A l?P1 7 mPMA 


9 


3184 


U20230 


Human guanyl cyclase C gene, partial cds 


0.2 


3185 


L18959 


Ovis aries T cell receptor gene V-region, exons 1 (3* end) and 2 (5* 
end) • : ■ . ■ •'• : ■ "■ ' ' "" • ' ■ 


0.64 


3186 


; U36785/ ; 


Rattus norvegicus putative pheromone receptor VN1 rnRNA, complete 

cds ; '• ' ' : -". '• • • •. 


0.73 •• 


3187 


A F9 706 14 " 


rioiiiO bapicnb cioiiv -'t(ici cyji/ bccjucricc •. 


n 07 s 


3188 


NM_004114 


Homo sapiens fibroblast growth factor 13 (FGF13), mRNA 


6.7 


3189 


A 140^9^0 


ivi.uiubcuiub L/iN/\. lor viiiiciiiiii-uniuing iidgniciu viiiu-</ 


0 076 


: 3190 


BC010716 


ivius museums, cione jvivj^.pjdi uyi/vvjJi.zopj.ooi, mi\jN/\, compieie 

cds ' ; : . •' • . . '- - 


4.9 V 


3191 


AF270162 


Staphylococcus epidermidis strain SRI clone step. 105 le05 genomic 
sequence • .'* : .v * '- ■" - : ■.■■•:"'}.■' • 


Vq:56 


3192- 


XM 046992 


Homo sapiens hypothetical gene supported by AL 137734 
(LOG92742), mRNA ' v-" V ■■ ; ^; ' • - '-V 


1.5 ' 


3193 : 


AE003909 . 


Xylella fastidibsa 9a5c, section 55 of 229 of the complete genome 


6.3 


3194- 


AF240176 


Mus Mus musculus N4RP13 mRN A 


1.5 


./•;>{ 
3195 


; L08174 


Romanomermis culiciyorax mitochondrial NADH dehydrogenase 
siibiinits 6 and 3 (ND6, ND3) cytochrome P450-like protein genes, , ; 
complete CDS :^r* : 3- '• • : ' ' ' : 


' 0.5 ' 
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: ^ v .l ; ; Table 3A Nearest Neighbor (BlastN vs. Genbank) • "•• • \ " •: 


SEQID 
NO 


ALLJbbbiSl 


.-.yv ■ ■ • : : . '•/ DbbLKJLr - • •• v. < .• 


P VALUE 


3196 


AK021098 


Mus museums adult male corpus striatum cDNA, RIKEN full-length 
enriched library, clone: C030021G16, full insert sequence 


: 6.5 


3197 


AF31 1637 


Eimeria separata ORF470. gene, partial cds; apicoplast gene for >, 
apicoplast product v">. ; V'- : v \ 


'0.079. 


3198 


D84549 


Candida tropicalis DNA for carnitine acety Itransfcrase, complete cds 


; 0.057 


Jl/7. 


X3VL045864 


TT '* T A A 1 OZ\ .J a* /IT" T A A 1 /t \ T*l Sk. T A ' " 

Homo sapiens KIAA1804 protein (K1AA1804), mRNA 


0 


3200 


XM_0 10334. 


Homo sapiens transducin (beta)-like 1 (TBL1), mRNA 


1.9 




AL133154 


S:pombe chromosome I cosmid c 1751. v 


0.15 


1909 


. S75898 


aromatase [Poephila guttata=zebra finches, ovary, mRNA, 3188 nt] 


0,49 




. AF047669 


Homo sapiens dystrophin (DMD) gene, deletion junction 8 between 
introns 7 and 20 "'* : ' \ • , " 


V 0.001 




AB042652 


Bos taurus mRNA for zona pellucida glycoprotein ZPB, complete cds 


.0.58 


190 S 


AF147082 


Homo sapiens gamma-glutamyl hydrolase gene, exons 3 through 7 ' 


0.028 


3206 


AE006252 


Lactococeus lactis subsp. lactis IL 1403 section 14 of 2 18 of the 
complete genome - ; : : : : 


0.07 


1907 


Z99773 


Caenorhabditis elegans cosmid H06A10, complete sequence 


- 0.7 


3208 


NC_001328 


Caenorhabditis elegans mitochondrion, complete genome 


0.025 


3209 


i AY037251 : 


Arabidopsis thahana AT4g30750/T10C21_100 mRNA, complete cds 


5.9 


3210 


, ; ; Z12834 f 


L.esculentum gene for polyphenol oxidase 


0.75 


fi n i i 


AL391057 


Human DNA sequence from clone RP 11-53 3B2 on chromosome 10; v" 
complete sequence [Homo sapiens] r ; . : ; ; v ' 


0.07 


TO 1 9 


AF001454 


Helianthus annuus Dc3 promoter-binding factor-2 (DPBF-2) mRNA, 
completecds . 


0.21 


3213 


AF295925 


Streptococcus pneumoniae transposon Tn5252 Orf28, Orf27, Or£26, 
Orf25, Orf24, Orf23, Orf22, Orf21, and Grf20 genes, complete cds 


0.019 


191J. 
JZl't 


AC024821 


Caenorhabditis elegans cosmid Y55B1AR, complete sequence 


, 1:7 


'3215 


AC018655 


Homo sapiens 12q BAC RP1 1-946G22 (Roswell Park Cancer Institute 
Human BAC Library) complete sequence ; 


0.0000001 


; 3216 


XMi043524 


Homo sapiens cadherin 17, LI cadherin (liver-intestine) (CDH17), 
mRNA . - ' - - ■/•■■[■ - '/.'"•:••:•.' ' ■ : 


: 2E-52 


3217 


XM1051566 


Honio sapiens phosphoinositide-3 -kinase, catalytic, beta polypeptide 
(PIK3CB), mRNA , : . •• . 


0.025 / • 


3218 


X84742 


M.musculus GPX3 gene - 


0.079 


3219 


• AL445527 


Human DNA sequence ^ from. clone RP1 1-1 15C2 on chromosome 1, 
complete sequence [Homo sapiens] 




i 3220 


AF254792 . 


Danio rerio Period3 circadian clock protein (Pcr3) mRNA, complete 

cds : . • ' ':•;';.•* •. ■-" -- : r ■ / 


3.8 


3221 : 


" AAE002225* 


Chlamydophila pneumoniae AR39, section 53 of 94 of the complete 
genome 7 • .: • • ' ■ ■■■ " ' v .. • , 


0.12 v : 
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• /' . . : <.-■./.' Table 3 A Nearest Neighbor (BlastN vs. Genbank) "o r 


SEQID 


' ACCESSN 


■■' '"^ : ;-. DESCR1P . '' 


P VALUE 


5111 


XM_048692 


Homo sapiens similar to hypothetical protein (H. sapiens) : 
(LOC92998), mRNA • v : ; \ - 


2E-15 


5115 


AF335456 


Clavulina cinerea 18S ribosomal RNA gene, partial sequence; internal 
transcribed sjpacer 1, 5.8S ribosomal RNA gene and internal "•-•- f \ 
transcribed spacer 2, complete sequence; and 28S ribosomal RNA ; 
gene, partial sequence ' • : 


0 037 '■■ . 


3224 


AF335589 


Glycine max chitinase class I (Chia l) and hypothetical protein genes, 
complete cds . : .;V ■ ;,>■'- . 


1 3 3 


3225 


' AE005230 


Escherichia coli 0 1 5 7 Ml. EDL93 3 genome, contig 1 of 3, section 54 

of 155;. .-: ' ' '[ ' -' . • : 


. '"^5.2 . : 


3226 


ABO 10822 


Homo sapiens MASP gene for mannose binding protein-associated 
protease, exon I •/ V' ; : . 


: 7E-T3 : : 


3227 


m_05'2 139 


Homo sapiens interleukin 13 receptor, alpha 1 (IL13RA1), mRNA 'Y 


0.007 


3228 


AF293654 


Toxoplasma gondii TgMIC 10 precursor (MIC 10) mRNA, complete 

cds : ;v ? ••' '.- • '• ' . : • : - ."'-^ 


' o:i5 


3229 ' 


AJ388514 


Cards farmliaris mRNA for partial Ribosomal protein S14 


0l38 


3230 


C U80814: 


Caenorhabditis elegans cosrnid B0547, complete sequence 


... 0.22 ; 


3231 


NMj 13890 


Mus musculus f-box and WD-40 domain protein 2 (Fbxw2), mRNA 


.0:29 / 


3232 


AB042411 


Homo sapiens strg gene for striatum-speciflc G potei.n-coupled 
receptor, complete cds r :. . v vV>- : ; - ^ 


0.000009 


.. 3233 


AF151527 


Hyphantria cunea serpin gene, complete cds 


0.001 


3234 ' 


: X78305 : - 


M: musculus (SRP9) signal recognition particle subunit mRNA, 

ni6bp • " - "*v/ ; - • ; . 


0.047 


3235 


NM_0 18830 


Mus musculus N-acylsphingosine amidohydrolase 2 (Asah2), mRNA 


0.18 . 


3236 


AF3O206O 


Apocryptophagus sp. MSP AR4 cytochrome oxidase I (CO!) gene, 
partiai.cds; mitochondrial gene for mitochondrial product 


0.007 


. 3237 . 


AB024025 


Arabidopsis thaliana genomic PNA, chromosome 5, TAG v : v 
cIone:K16F13 ]y: ;^' : -/>> ■ : • • ' ' X *' 


0.012 


3238 


.025810 


Bos taurus lysozyme (LZ) gene, complete cds 


, 0.004 


3239 


X95363 


C.annuum gamma thionin gene 


0.15 


3240 


AF286897 


Plasmodium berghei carbamoyl jphosphate synthetase II gene, partial 


' 6.15 / 


3241 


;AF290920 - 


Procambarus clarkii microsatellite PclG-03. sequence 


3.7 


• 3242 


AE006380. 


Lactococcus lactis subsp. lactis IL1403 section 142 of 218 of the 
complete genome : L - ; \ ' :, : ; ! . 


--•« '■) T 


. 3243 " 


U66913 


Dictyostelium discoideum ORF DG1040 gene, partial cds 


0.22 


- 3244 


V - Y00460 t 


Mouse genes for transfer RNA- Ala, tRNA-Iie, tRNA-Pro and tRNA- 

Lys - •• '■■ : '• ■ i ' 


0.026 


3245' 


L08052 • 


Fruitfly myosin alkali light chain (lyllcl) gene ; • 
• supercontractile/tubular muscle and indirect flight muscle isoforms'; 
complete cds's • ■ /V. V r '::/ . - : •" ; 


0.67 


3246 


AF076597. \ 


Dictyostelium discoideum ubiqui tin-conjugating enzyme protein UbcC 
(ubeC) mRNA, complete cds ; 


! ;0.58 ' 





'• Table 3A Nearest Neighbor (BlastN vs. Genbank) ' j : '•• 


SEQID 
NO 


ACCESSN 


• • ••• • DESCR1P V - ■ 


P VALUE 


"194.7 
jit / 


; U67518 ; 


Methanococcus jannaschii section 60 of 150 of the complete genome 


.0.003 


; 3248 


AF362370 ; 


Dictyostelium discoideum lustidine kinase DhkH (dhkH) gene, partial 


6 • 


3249 


AF 146688 


Fugu rubnpes sex comb on midleg-hke 2 protein (SCML2) gene, 
complete cds /- : ■' : 


0.026 


19^0 


AK009952 ;> 


Mus museums adult male tongue cDNA, RKEN full-length ennched 
library, clone:2310057C01, full insert sequence < ; v 


■ 0.07 


19S1 


AB005803 


Homo sapiens DNA for histidine-rich glycoprotein, complete cds 


• 0.078 


19S9 

J/.JZ. 


AY021484; 


Oryza sativa microsatellite MRG3809 containing (TA)X27, closest to 
marker G227, genomic sequence . ' 


' , 2.2 ' . 


3253 


AD000833 


t -r ■ " rv\ t A C i -i /V " j C"t / I—ill 

Homo sapiens DNA from chromosome 19-cosmid fl9399 (r-17 kb 
EcoRI restriction fragment) 


0.024 


19 


AB048982 


Macaca fasciculans brain cDNA; clone :QnpA- 13067 


< 0.38 


3255 


AL023839 v 


Caenprhabditis elegans cosmid Y39A1C, complete, sequence 


. 0.026 


JZJO 


NC_002052 


Tomato spotted wilt virus RNA-L, complete sequence : - ' 


0.22 


•'3257 


AK022137 


Homo sapiens cDNA FIJI 207.*) ns, clone HEiVIBB 1002425 


V 0.64 


3258 


U44047 


Xenopus laevis MCM2 mRNA, complete cds; 


; 0.24 


3259 


. Z61385 \ 


H. sapiens GpG island DNA genomic Msel fragment, clone 51d3, v 
forward read cpg51d3.ftla • • / . 


5E-2 1 




AF163151 


Homo sapiens dentin sialophosphoprotei n precursor (DSPP) gene, . 
complete cds \ ' / ^ *' : .: : - : 


0.003 


Jzol 


LI 11 94 '"■ 


Mpntinia caryophyllacea ribulose 1,5-bisphosphate carboxylase large 
subunit (rbcL) gene, partial cds; chloroplast gene for chloroplast •• 
product '* • 


6.4 


jZoz 


'. BC002928 


Homo sapiens,: clone MGC: 11357 IMAGE: 3954507, mRNA, . 
complete cds . ; . 


3E-46 




; XM_002837 


Homo sapiens acid phosphatase, prostate ( ACPP), mRNA 


2.3- 


3264 : 


AF189787 


Hordeum vulgare putative c-myb-like transcription factor (MYB3R-1) 
gene, partial' cds ; : "w-- •*"/'"*'•■• 


0.61 


3266 


AB048353 


Paramecium caudatum mRNA for hsp60, partial cds 


1.8 


3267 


; r U75274 


Arabidopsis thaliana acyl-CoA binding protein ( ACIBP) gene, 
complete cds 


0.69 


jZpo 


AF034077 


Equus caballus alpha- 1 -antitrypsin (Spi2) gene, complete cds 


A AT7 






Human DNA sequence from clone CTA-191D12 on chromosome - ; : 
22ql3. 1 Contains two exons of the APOL2 gene for apolipoprotein L 
Z 7 Co is ana vjoos, compieie sequence [riouio sapiexibj 


0 000001 


3270 


>AJ007958^ 


Tliiobacillus sp. plasmid pT3.2I including adh and repA genes, partial 


b.ooi ; 


3271" 


NM_025978 


Mus musculus RKEN cDNA 2700016E08 gene (27000 16E08Rik), 

mRNA'.'- • : ' : • . ' V-' • ' ■•' 


-1E-17 


•3272- 


XMJ) 18403 


Homo sapiens similar to gene with multiple splice variants near HD 
locus on 4pl6.3 (H, sapiens) (LOC91016), mRNA r A 


* '5. 5 


.3273 


. AJ238613 


Gall us gallus mRNA for teheurin-1 


. ' 0.57 ' 


• 3274- 


XM_033841 


Homo sapiens FGFR1 oncogene partner (FOP), mRNA 


0.55 



335 





.V .\":" ; :^ . Table 3A Nearest Neighbor (BiastN vs. Genbank) • ~- V ; 


SEQID 
NO 






DA/ A T T TTh 


; 3275. 


NM_0 14601 


Homo sapiens EH-domain containing 2 (EHD2), niRNA . 


0.065 


3276 


- /\rv.UZ 10 jy 


Hnmn conipnc fMJA PT T1 1 fie H atip WPA/TR A 1 P»m£^A 
flOinp bdpiCIla ClJlNr\ rbJ 1 1 Jy 1 lib, Jn^lyJJ3/\lUUJOjp 


QT7 1 ^ 


3277- 




Sarcophaga peregrina gene for lectin, 5' upstream region and partial 




3278: 




Mus musculus ES cells cDNA, RIKEN, full-length enriched library, 
clone. z^iuuujjuo, run insert sequence-. • - /« 


. c. c -' 
J.J . 


,3279 




Plasmodium falciparum cysteine protease falcipain-3 gene, complete 
cds 


1 o. 


3280 


U60135 ; 


Arabidopsis thaliana senne/threonine protein phosphatase 2 A-3 
catalytic subunit gene, complete cds . i . '■" f ' 


0.024 


3281 


AF365086 f 


Martiodendron parviflorum tRNA-Leu (tmL) gene, partial intron . 
sequence; chloroplast gene for chloroplast product 


6!5 


3282 


AE002140 


Ureaplasma urealyticum section 4 1 of 59 of the complete genome 


0^22- 


3283 




o.oierdced cnioropidai bt/Cr\ iiuvln/v 


0 074. 


3284 . 


' AE002353 - 


Chlamydia muridarum, section 80 of 85 of the complete genome * 


, 4.4 


3285 


VA/f nil Q£Q 


flOinO bapieila SZLjJSd-/ 111UL11 KllldbC ^JD1VIIV..I^, UlrvlNr\ 


7F-S4. 

-. * j* 


.3286 


AJZDZZo / 


Plasmodium falciparum partial msp3 gene for merozoite surface ; 
protein j : , ,-. . - • 


.' \J.\j<j 


:• 32?7' 


AK0 18224. 


Mus musculus adult male medulla oblongata cDNA, RJKJEN fullr 
length enriched library, clone.633053 1101, full insert sequence 


:' ; /..2-';- '.. 


3288 


X91 lzJ 


Homo sapiens partial SLC6A2 gene for norepinephrine transporter, , ( 
exon 5 - l - ' ' ■■ ■ . 


' 7 S ; 

• ' ' J. ■' 


3289 


A "DA/I CrsAT 


Mus musculus GNB2 gene for guanine nucleotide binding protein : 
beta2 subunit, complete cds ; / 




3290 


AY017272 . 


Peromyscus difficilis isolate TK32541 mys-9 retrotransposon and 
LTR, 5' sequence . • 


: • 5.4 " 


3291 


at coaaat 

. ALp 90902 


S.pombe chromosome 1 cosmid pB8E5 . 


W.U / / 


3292 


VA A AAO 11 1 

XM_(JUJ J 1 1 


Homo sapiens surfactant protein A binding protein (SPAR), mRN A 




•' 3293 


AK027388 


Homo sapiens cDN A FLJ 14482 fis, clone MAMMA 10023 62 


• 0.007 ' 


3294 


AB043885 


Homo sapiens BHLHbz gene tor bHJLrl transcriptional ractor i^tn^i, 
complete cds . " ■■ 


. 0.068 


3295 


XM_028213 


Homo sapiens up-reguiatea oy Dtu-two (iaj^o^i 10;, mi\iN/\ 


U.U / J 


3296 


XM_Ui9 /&9 


Homo sapiens solute carrier family 2 (facilitated glucose transporter), 
memoer z ^oL,czA.z), rruviNA 




3297 


AK021841 


Homo sapiens cDNA FLJ11779 fis,. clone HEMBA1005921 


, 0.65 


3298 


Ml 1815 


Plasmiid pGKLl from killer yeast (K.lactis), complete 


0.008 


.3299 


AF 166527 


Zea mays flowering-time protein isoforms alpha and beta (ZniLD) 
gene, aiternatively spliced products^ complete cds 


0.074 


3300 


XM_040556 


Homo sapiens similar to hypothetical protein FLJ20 127 (H. sapiens) 
(LOC91775), mRNA • • ^ . ' / 


0.22 


3301 


AB001569 


Carrot DNA for transposon Tdc 1 


0:17 


3302 ; 


. AF326737. ' 


Mus musculus sclerostin gene, complete cds , ; v 


- .. 4.7- 


3303 


AF272001 


Ebola virus subtype Zaire strain Mayinga complete genome 


1.9 





Table 3A : Nearest Neighbor (BlastN vs. Genbank). : ? % 


SEQTD 
NO 


appfssn 




P VAT 1 TF 


3304 ' 


J\±V\ UJtOUJ 


Homo sapiens similar to hypothetical protein FLJ22294 (H. sapiens) 

^L/Uv/yy lO ^, llLTviNrV . 'i > 


V . z . 


3305 


ArOftfifiSA V 


r^si^nnrhciHHitic p1p<tqtic pnctniH T-TOQTA1 rr\mr\1ptf* cphupmpp 

.v^ov-iiaji iid.uUJ.ii a cicgaiio t^wanuu nu/iv l , vAJiiipi^/it; acv-juciiuc 5 -.-. 




3306 


/VcwUoo 1Z. 


Mus musculus adult male stomach cDNA, RIKEN full-length - 

flnnpnoH linronf /"m/^ti^'OO 1 A/1 1 7- "hill incorf ronn/^n/*A ' ■». 

eiuicneu iiuicuy, ciuiic.zziu'+Uv)e,i /, iiui liiseri sequence 


; 0. 1 


3307 


API ^ I 187 


Lucilia eximia tRNA-Ile gene, partial sequence; D-loop, complete 
sequence; and 12S ribospmal RNA, partial sequence; mitochondrial 
genes- iui nuLuciioiiuridi piouucib • -. 


O 077 

y.U / / 


3308 




immunoglobulin epsilon chain constant region-secreted form { 3' .[) 
region/ [iiuman, d ceu myeioma u-zoo, oenomic, jivo nij 


■ C C r 'v 


3309 


vi j m ai 9£ 
A1V1 UlUl/O 


Homo sapiens stromal antigen 2 (STAG2), mRNA 


e-llj ; 


3310 . 


F*1 A^AA 

I_/Iu3uU 


Homo sapiens MAT gene for mitochondrial acetoacetyl -Co A thiolase, 


■ l.y ■ ■ 


3311 


AF293900 


Paraflabellula reixtfonrus small subunit ribosomal RNA gene," * ** 
complete sequence . ' ^ 


0.092 • 


3312 


Mf 1 no i i ^ia 


riunidii papillomavirus lypt/ *t /, complete geiiomt. 


o.o / 


3313 . 


• Z85396 : 


H.sapiens Ig lambda light chain variable region gene (34-34SW1IF32) 
rearranged; Ig-Light-Lambda; VLambda 


0.71 ; V.. 


3314 


lNL^_UU130O 


/vpis nieiniera iigusuca iiuiuciiunuiiuii, cuuipieic gcxiuiiic 


A A 1 S 


3315 


/Vr lUJoOy 


Plasmodium yoelii blood-stage membrane protein Ag- 1 mRNA, 
compieie cus -,.».•. 


• ' "i 

1 ; J 


3316 


XMJ)07957 


Homo sapiens hypothetical protein (LOC570 19), mRNA \ 


3E-27 . 


3317 


XM' 012723. 


riomo sapiens cmomosome io open reaenng irame l ^v^iooni^, 


\ 2.7 • ' 


3318 


YiV/f AA^QS^ 

.Aivi u £ foyjo 


flOIllO Sapieilp rvd-lllllallil byilUlUlUC i .SCCjUCllCC L J, liLtviN/lk. •• 


• AS ' 


3319 


AT7 AAA£ 1 A 


riencooacicr pyion zooyj scciiun 01 01 iiiccunipiLLC ^l.uuiilc 




3320 


NM_0 17932 


Homo sapiens hypothetical protein FLJ207.00 (FLJ20700), mRNA 


1.7 


3321 




Mus musculus 8 days embryo cDNA, RDCEN full-leiigth enriched : - 
iioraiy, cione.3 / ju , 4iurz , 'f, ruii insert sequence _ 




'3322 


AK016519 


Mus musculus adult male testis cDNA, REKEN full-length enriched 
library, clone:4932411G06, full insert sequence 


1.9 


3323 


■ \ U38184 


Trypanosoma cruzi kinetoplast minicircle ATPase subunit 6 mRNA, ; 


' 0-0003 


3324 


Z54181 . 


M. catarrhal is bla gene for BRO-2 


0.069 


3325 • 


. U43961 


Oryza satiya 3-hydroxy-3-methylglutaryl-CoA reductase gene, : : ; 
prompter region and complete cds • ' 


^ 0:17 • 


3326 


AK025166 


Homo sapiens cDNA: FLJ21513 fis, clone COL05778 


0.23 


• 3327 


AF158727 • 


Homo sapiens truncated properdin (PFG) gene, exons 1 and 2 


0.73 


3328 


, AL1 16536 - 


Botrytis cinerea strain T4 cDN A library under conditions of nitrogen 
deprivation : 


: .0.57 '"' 


3329. 


NC001712 


Locusta migratoria mitochondrion, complete genome 


0.061 



,337 





'■ '^[■'S : - Table 3A Nearest Neighbor (BlastN vs. Genbank) • \ : - Vv 


Qpo rb 
NO 


ACCESbN 




TS X 7 A T T T I ' 

P VALUE 


JJJKJ 


AY028779 


Staphylococcus epidermidis plasmid pST6beta-lactamase. repressor 
Blal (blal) gene, partial cds; resolvase/integrase BinR (biriR), • : - 
recombinase Sin (sin), repressor QacR (qacR); and transport protein 
QacB (qacB) genes, complete cds; and unknown gene : ' •;• 


• 0:23-? : 


3331 


AF346992 


Homo sapiens mitochondrion, complete genome - ••• 


1. 7 ; 


JJJZ 


NM^ 03 1389 


Mus musculus ribonuclease/angiogenin inhibitor 2 (Rnh2), mRNA 


: ; : 1.9 ; 


; 3333 


AC079918 


Homo sapiens B AC clone RP1 1-1 14K13 from 7, complete sequence 


0.0002 


jjjj 


AF298207 


Dictyostehum discoideum transposon thug-S, complete sequence 


.0.15 


\iia 


<-•- L36903 r 


Saccharomyces cerevisiae mitochondrion 21S ribosonial RNA (2 IS }. 
rRNA) gene, 2 IS R2 ribosomal RNA (21S R2 rRNA) gene, and ORF 

t\t' -- ' :r ' .~:"\.\': i :. •' '•: : ". '.. ■ .' • . ."" :•«-.'' • - . *-*••. " ■■' 
RI • •' V' • -\ ••" . •" • ' '. . . 


, ; ; ; '(■: 

0.024 


3337 


AF239663 


Prunus persica ACC synthase gene, partial cds 


0.066 


JJJO 


AJ223690 


11 sapiens D2~lrK2G7np gene for immunoglobulin kappa chain , : ■ 
variable region. /V ■ 


0.026 


3339 


-AC084157 


Caenorhabditis elegans cosmid Y46E 1 2BR, complete sequence 


- 4.4 




M58606 


B.subtilis threonine deaminase (ILVA) gene, complete cds 


0.62 


3341 


NC_001648 


Cassava vein mosaic virus, complete genome 


0.008 


■-3342 


U09277 •• 


Caenorhabditis elegans Bristol N2 synaptic vesicle acetylcholine . ; 
transporter (unc-17) gene, complete cds 


0.024 


11A1 


U52821 


Mus musculus prion (PrP) gene/exons 1 and 2 ; 


1.9 


3344 


AKO 14936 


Mus musculus adult male testis. cDN A, RIKEN full-length enriched 
library, clone:4921521D15, full insert sequence 




3345 


AE007447 


Streptococcus pneumoniae section 130 of 194 of the complete genome 




3346; 


AK005820 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone: 17000 10F03, full insert sequence 


0.18 


11AJ1 

JJt / 


ABO 1 1681 


Damo reno rnRNA for ZOR-2, complete cds , • 


i t\ 
1.9 


11A91 


AB030616 


Mus musculus Chetk-alpha gene for cholme/ethanolamine kinase- 
alpha, expn 1 and 5 1 -flanking region 


2h-10 




.AF269359 


Staphylococcus epidermidis strain SRI clone step.!002el2 genomic 

sequence; \ * • ;■ ' ' 


V 0;53 : 


3350 


AF063004 


.Trypanosoma rdtatorium trans-spliced leader gene, partial sequence 


''' 1.9 


V 3351 - 


acah 1/111 


Plasmodium falciparum chromosome 2, section 48 of 73 of the , 
complete sequence * X- • . ^ 


• \J.\J\JO 


"11^9 

JJJZ 


AF240496 


Mus musculus clone 148d4 Naip5 gene, partial sequence 


0.56 


3353. 


XM , 004722 


Horrio sapiens hypothetical protein FLB6421 (FLB6421), mRNA 


2.2 . 


"3354 * 


AF 100324 


Mycoplasma fermentans DNA polymerase III subunit (dnaH), YabC ^ 
protein (yabC); orf550, lipoprotein MALP-404 precursor (malP), 
insertion sequence ISi630.transposase (tnpA) genes, complete cds; ; 
P78 ATP-binding cassette transport operon, complete sequenced 


- '- 2.1,' : . : . : 


■ 3355 


NM_0 19684 


Mus musculus serine/threonine kinase 23 (Stk23), mRNA ■ ' . 


0.23 



338 





'■■ - Table 3A Nearest Neighbor (BlastN vs. Genbank) : : . : 


SEQID 
NO 


ACCESSN 




P V ALUE 


3356 


AB004856 


Buchnera aphidicola mRNA for homoserine kinase, partial cds 


19 


3357 = , 


AF328428 


Homo sapiens clone lptel_2109Bf&Br sequence 


. 2E-11. 


3358 


XM_j)41l66 


Homo sapiens hypothetical gene supported by AF308287; OC009516 
(LOC9 1860), mRNA V. • / ■; ' : 


0.024 


3359 : 


AE006429 


Lactococcus lactis subsp: lactis IL 1403 section 191 of 218 of the - 
complete genome .:.'/•• - ^ . ; 7 ■ v fy;?/^ 


0,24 ; 


3360 


0U95455 • 


fflV-1 clone 8 isolate BV from Milan, envelope glycoprotein, VI -V5 
region (env) gene, partial cds v 


0:026 


3361 


' XM_001775 


Homo sapiens PEF protein with a long N-terminal hydrophobic : 
domain (peflin) (PEF), mRNA ; 


- 0.45 - 


3362 


AF100670 ■ 


Caenorhabditis elegans cosmid M4 


0.072 


3363 


AB036737 


Homo sapiens mRNA for RERE, complete cds 


0.21 


3364 


: AE001030 


Archaeoglobus fulgidus section 77 of 172 of the complete genome 


1.5 " 


3365 


XM_046602 


Homo sapiens hypothetical gene supported by AK027658 
(LOC92679), hiRNA - V ; - ; " 


• 2 


3366 


XM_005889 


Homo sapiens kinesin-like 1 (KNSL1), mRNA 


0.21 


3367 


[■ AF275345 . 


Lycopersicon esculentum MADS-box transcription factor jointless • • 
gene, complete cds : / ^ 


• 1:2 . : ; 


3368 


NC_Q00857 


Ceratitis capitata complete mitochondrial genome 


0.022 


3369 


AC002048 


Human PCR Fragment of Cosmid gl346a274 from 7q3 1.3, complete 
sequence [Homo sapiens] \ ^ * /- r ^ 


1E-16 


3371 


ABO 166 11 


Enterobacter cloacae ampC gene, complete cds 


. .0.62 


3372 V 


NMJ)26040 


Mus musculus RIKEN cDNA 2810036K01 gene (2810036K01Rik), 

mRNA , / '-^ - ^ ' ■ ' ;v-' "'V,' : S:y/: r 


e-138 ;: 


3373; 


AJ252860 • • 


Human immunodeficiency virus type 1, partial proviral POL gene, rt 
region, isolate CL ■ • ; 


.0:25 : - 


3374 


,XM_043434 


Homo sapiens villin-like (VILL), mRNA 


1.8 


.3375 


AE002776' • 


Drosophila melanogaster genomic scaiTold 142000013385952, 
complete sequence V- ■ ■ 


0.19 


3376 


XM 030198 


Homo sapiens tumor necrosis factor receptor superfamily, member 8 
(TNFRSF8), mRNA V* ' v 


0.76 


3377 


X65450 


G.canis mRNA for chloride channel . . - 


6.3 


3378' 


NM_032248 


Homo sapiens hypothetical protein DKFZp434F17 19 ' . . ; : 
(DKFZp434F1719), mRNA • . C - V- ' -^ ' 


1E-47 ; <v 


3379- 


L47121- 


Carnobacterium piscicola transposase, bacteriocin, histidine protein 
kinase, ATP dependent transloactor, accessory protein, and ; * 
carnobacteriocin B2 genes, complete cds V'.- 


• • ' 
. 0.18 : 


3380 


L26287 


Schistosoma mansoni SMDR2 gene, complete cds 


0:66 




AF 125 130 


Nemadactylus macropterus clone 15.1 microsatellite sequence . 


0.072 


i: .'• • 

-3383 


; AB040099 


Qryzias latipes olgc4 gene for membrane guanylyl cyclase 01GC4, 5' 
flanking sequence and partial cds 


.0.22 


; 3384 


,<■ AF375398 


Arabidopsis thaliana Atlg51660/F19C24_26 gene, complete cds 


.6 , 


3385' 


AF391256; 


HIV-1 clone TV004G2 4 from South Africa gag protein (gag) gene, - , 
complete cds : • V 'V • \' .' y'-' '- ',' ■ ' 


0.23 


3386 


X91865 


A. thaliana asp5 gene ; \, . 


.2.1 ; 



'339. , :.W ;; v 





; - Table 3A. Nearest Neighbor (BlastN vs. Genbank) : - " 


SEQID 
NO 


; : ACCESSN 


-? ?,} •; ' * . ; . - DESCRIP : ' ; ' • ; , ' h \' : ■ / ." - 'v,- 


P VALUE 


3387 


XM_047084 


Homo sapiens human immunodeficiency virus type I enhancer- 
binding protein 2 (HIVEP2), mRNA/ " 


: 0:21 


3388 ; 


■ AF115469 / 


Arabidppsis thaliana cultivar Landsberg erecta Arac2 (Arac2) gene/ . 
complete cds r'-V"/- ■ - ' • f *T 


• . :2.3 - . ■ 


3389 


V 748051. 


H.sapiens gene for myelin oligodendrocyte glycoprotein (MOG) 


0.008 


,3390 


: ; : U49259 ; - 


Arabidopsis thaliana isopentenyl diphosphate:dimethylallyl ; 
diphosphate isomerase (IPP2) mRNA, complete cds ; U 


' 2.2 ;• 


3391 


"•'\ : AF032I24 ; *- 


Homo sapiens RET proto-oncogene (RET) gene, 5' flanking region 
and partial cds > r '- r 'A v>' .'• '•■ - ■ 


0.079 


3392 


AE001420 


Plasmodium falciparum chromosome 2, section 57 of 73 of the 1. 
complete sequence V/ 7/ '. ; ; ^ - 


0.067 


3393 i 


XMj)05555 


Homo sapiens UDP-glucose ceramide glucosyltransferase (UGCG), 
mRNA ' -' v: '.- : \C/' . : : [ v; ; -//-^ 


0.076 


3394 , 


Z81014 


Human DNA sequence from cosmid U65A4, between markers 
DXS366 and DXS87 on chromosome X * 1 '-'-Vv A- S 


2.1 >; 


3395 


XM_002056 


Homo sapiens hypothetical protein FLJ1 1006 (FLJ11006), mRNA : 


026 


3396.. 


AF339787 


Homo sapiens clone IMAGE:2()5688, mRNA sequence 


-. 2 . • ; 


•3397 


: : f ' . ■ v-y; ' ./•.-/ 
■ AP000145 


Homo. sapiens genomic DNA, chromosome 21q21.2, LL56-APP 
region, clone B2291C14-R44F3, segment 10/10, complete sequence 


0.026 


3398 


AF261936 


Homo sapiens clone 11 ptel_c3t7 sequence 


0.00002 


3399 


AFI93615- 


Homo sapiens G-protein-coupled inward rectifying K+ channel 
KCNJ9 (KCNJ9) gene, complete cds v : V V 


0.009 


3400 


; AK009952 


Mus musculus adult male tongue cDNA, RIKEN full-length enriched 
library, clone:2310057C01, full insert sequence / v 


0.079 


3401 


AF091779 


Oncorhynchus mykiss non-classical MHC class I antigen (Onmy- 
UAA) gene, Onmy-U A A*() 1 0 1 allele, complete cds ; 


'. 2.3 


3402 


AB001735 


Mus musculus DNA for ADAMTS-1, complete cds 


, 2.3 


3403 - 


V AK000589 


Homo sapiens cDNA FLJ20582 fis, done KAT12156 


1E-13 


3404 


: U55243 ' 


Dictyostelium discpideum glyceraldehyde-3 -phosphate dehydrogenase 
(G APDH) gene, partial cds 


'0:24 


3405 


AF 1106 12 


Bpophilus: microplus cytochrome b apoenzyme (Cytb) gene, partial ; 
cds; tRNA-Ser, tRNA-Leu, tRNA-CyS; and tRNA-Met genes, V ; - ^ 
complete, sequence; and NADH dehydrogenase subunit 2 (ND2) gene; 
partial cds, mitochondrial genes for mitochondrial products 


0.077 V 


3406 •• 


: AF060542 


Haemophilus influenzae biogroup aegyptius HaelV • - 
restriction/modification system (HaelVRM) gene, complete cds s; ; 


: ;-0.75 "-.h 


3407 


AF303391 ' 


Homo sapiens meiotic recombination 11 (MRE11A) gene, exon 16 


1.7 •• 


3408 


: AF269359 


Staphylococcus epidennioUs strain SRI clone step.l002el2 genomic 
sequence ' ■ V-' v "'. ; yr ". : ' . '- ' '" r 


■ • ' 0.22 


3409 ; 


: AF327975 f 


Hentzia palmarum 16S ribosomal RNA, partial sequence; . ^ ^ v 
mitochondrial gene for mitochondrial product ; U V i"' ,' y s- 


: 0^57 " 
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•Y« > • Table 3A Nearest Neighbor (BlastN vs. Genbank) : ? ; : ' 


SEQID 
NO 


AL^lioo IN 




D ' \ 7 A T t rc 
Jr VA-LUxi 


3410 


•', ' ' "- '•' •> '" ' .■■ • .]; ■ 

ajvi_u4 /ovo 


Homo sapiens variable charge protein on X with eight repeats (VCX- 
or), niKiNA ,. .. . • ,. -\- ■ . •.- 


■ ' < Q • 
J.V 


3411 


. AM U4 /UUJ 


Homo sapiens TAT A box binding protein (TBP)rassociated factor, 
kjna polymerase it, t>, idukd ( lArzoj, mKJNA > . 


0. / •• : 


3412 


D86566 


Human DNA for NOTCH4, partial cds 


0.025 


3413 


; AF360301 


Arabidppsis thaliana unknown protein (T8B 10 _70/AT3g604 10) 
mRNA, complete cds ' ♦ N 


•.064; 


3414 


AJ404228 


Saccharomyces douglasii mitochondrial tRNA gene cluster 


0.002 


3415 


XM_037369 


Homo sapiens hypothetical protein FLJ20693 (FLJ20693), mRNA 


9E-14 


3416 : 


AE005230 V 


bscnencnia coii UlD /.H/. bULyiJ genome, contig 1 or. 3, section 54 

of 155; ; . -V-- ' v v. ■ \ - V' '•. : \-* 


6.2 


3417 


AT 1 ^ 1 HHO ' 

AL 12 1778 


Human DNA sequence from clone RP5 -83 9B1 1 on chromosome 20. 
Contains the first coding exon of the gene for a novel protein with a 
Kunitz/Boyine pancreatic trypsin inhibitor domain and WAP-type 
(Whey Acidic Protein) 'four-disutfide core' domains and an e> 


A AO : 

U.Uo . 


3418 


AY020760 


Oryza sativa microsatellite MRG3085 containing (TA)X13, closest to: 
marker R2976, genomic sequence ^ ' 


o.o 


3419 


AL 122 122 


Homo sapiens mRNA; cDNA DKFZp434L098 (from clone 
DKrZp434L098) ; : 


• 1 Q 
1.5 


3420 


.: At2j034o 


Xenopus laevis early growth response protein 1 (egrl) gene, partial 

COS . , ■ '• ' • . . • • ■■■ ■< ■ ■■ * v :. <- \. ■ ' 


. U.U //..-. 


3421 


XMJ344852 


Homo sapiens KIAA1 572 protein (KIAA 1572), mRNA 


0.7 


3422 


XM_i)49057 


Homo sapiens Cr protem-couplea receptor 4y (OrK4y), mKJNA ., 


rj . 
. 1 


3423 


A Tin /nA 

, AJ223690 


H. sapiens . D2rl~K2G7np. gene for immunoglobulin kappa chain ^ 
variable region - • v - ' ; v 


v.vZo 


3424 


.: AJ314752 


Alias platyrhynchos mlgM gene (partial), mlg A gene (partial) and 
IgA gene (partial), clone 13.1 . 


[).[)/ 2 


3425 


• U51739 ; ■■ ' 


Ipomoea trifida secreted glycoprotein 2 . (ISG2) mRNA, complete cds 


0.64 


3426 


' S66752 " ! 


coagulation xactor IX (3 region} Inuman, Genomic Mutant, 3130 ntj 


U.Uzo 


3427 


AE001122 . 


Borrelia burgdorferi (section 8 of 70) of the complete genome . 


0.72 


3428 


AJ233850 


Rattus norvegicus microsatellite sequence clone 27E9 


Z. 1 - 


3429 


: L35664 


Homo sapiens (subclone H8 8_f5 from PI 35 H5 C8) DNA sequence 


0.079 


3430 




v^diiiinnx geoiiroyi epaiioii -giuuni gciie, paiu<iryup 


0 1 


3431 


" Z82181 


Human DNA sequence from'clone LL22NC01-86D10 on chromosome 
22 Contains part of the SYN3 gene for synapsin III andi ESTs, ■ • \ '< 
complete sequence [Homo sapiens]- . ^ ^ 


\ 0.71 


3432 


AB066544 


Macaca fascicularis brain cDNA clone :Qtr A- 1 07 80, full insert . 
sequence- ;,' /.*;'••;.• 'v" ; -!" % .~ •"• ."V' : ' : 


•0.62 


; 3433 


L77039- 


Homo sapiens (subclone 2_e8 from PI H22) DNA sequence 


.0.0000002 


3434 


AI .590650 


Human DNA sequence from clone RP11-334F20 on chromosome 6, 
complete sequence [Homo sapiens] : ' : •••••• ' ■ • 


• ; L9 - 
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V,:'-V../ Table 3 A Nearest Neighbor (BlastN vs. Genbank) ; v 


SEQ ID 
NO 


. ; accessn ' 




P VALUE 


, 3435 " 


} U93519 - 


Kladothrips rugosus cytochrome oxidase subunit I (COI) gene, : . : . 
mitochondrial gene encoding mitochondrial protein, partial cds 


0J7 


• 3437 


U23451 


Caenorhabditis elegans cosmid ZK75 


0.48 


... 3438 


BC003415 


Homo sapiens, clone IMAGE:3451 161, mRNA ' - 


0.41 


3439 


AK024526: 


Homo sapiens cDNA: FLJ20873 fis, clone ADKA02669 


• 3 .3 


3440 


AE002548 


Neisseria meningitidis serogroup B strain MC5 8 section 190 of 206 of 
the complete genome ;.' . ; - ' w,.. : • ; , % ; 


0.6 


o /i A i 

3441 


AF1 16832 


Anopheles minimus strain PT1 cytochrome oxidase subunit I (COI) 
gene, partial cds; mitochondrial gene for mitochondrial product 1 i; 


." 1.5 


3442 


AB055323 


Macaca fascicularis brain cDNA, clone:QflA- 10308 


1.6 


3443: 


AK014667> 


Mus musculus 0 day neonate head cDNA, RIKEN full-length enriched 
library, clone:4833408P15, full insert sequence 


'/ "7E-25 / 


3444 


U80753 ; 


Homo sapiens CAGL79 mRNA, partial cds 


0.048 


3445 


AJ275304 


Cicer arietinum mRNA for putative ABA-responsive protein 


1.4 


3446 


AF336131 


Lumpy skin disease virus strain Neethling, 3' partial sequence 


0.3; 


3447 


U11476 : 


HIV-1 isolate LBLA010 from Liberty City, Florida, envelope = 
glycoprotein (en v) gene, partial cds : • 


' 1.6 "• 


3448 


XMJ)45582 


Homo sapiens hypothetical gene supported by AL137476 : ■ i 
(LOC92530), mRNA : V \ -:v-]> 


V- '. '■. • •'• ' • 'i u" • 
6E-13 


3449 


AF030199 


Mus musculus type 1 sigma receptor gene, complete cds 


0.63 


. •-- -i ' 
3450 


AF345926 r 


Myzopoda auri.ta 12S ribosomal RNA gene, complete sequence; tRNA- 
Val gene, complete sequence; and 16S ribosomal RNA gene, complete 
sequence; mitochondrial genes for mitochondrial products 


•'. 0.13 


3451 


NM : 008715 


Mus musculus Notch2-like (Notch21), mRNA 


.0.17 ; 


3452 


AF067794 


Nicotiana tabacum meristem-specific promoter sequence 


0.1 


,3453 


AJ287175 


Mucor indicus partial act- 1 gene for actin . 


2 -'. 


3454 : 


U89439 ; 


Bos taurus ubiquitin-like protein mRNA, complete cds 


0.000003 


3455 


AF250346 


Xenopus laevis early growth response protein 1 (egrl) gene, partial . 

cds " : v • : • • " ; •• ' . • ' \ ' ■ ■ ' ' 


0.072, '. 


3456 


Z73587.-. 


S.cerevisiae chromosome XVI reading frame ORF YPL231w 


0.19 


• 3457 


AB055310 


Macaca fascicularis brain cDNA, clone:QflA-14233 


0.21 


3458 


Y 16090 


Daucus carota Susy*Dcl gene s 


0.13 


■3459 


AE003868 ~i , 


"'/ y .■<.;.': . '• •-.:/•'- ' / . '\\ 'r$ [' ■ ' - 
Xylella fastidiosa 9a5c, section 14 of 229 of the complete genome 


0.16 , 


3460 


AF281912 


Homo sapiens clone 16qtel_c89bt7. sequence • ■* 


5E-36 


3461 


- AF12654.lV 


Ateline herpesvirus 3 H-DN A terminal repeat unit, complete sequence 


0.023' 


'3462/ 


AK011178 


Mus musculus 10 days embryo cDNA, RIKEN full-length enriched 
library, clone:2600() 10E0 1 , full insert sequence 


•..,'1.5 ■ 


; . 3463 


AF370226 


Arabidopsis thaliana unknown protein (FIB 16. 1 1) mRNA, complete 

cds . - ; '.>'"' . ' • • •• • v 


0.4 


3464 


. X94768 


H.sapiens RP3 gene (XLRP gene 3) 


0.21 - 


.3465 


AB029068 


Mus musculus' gene for Ser/Thr kinase KKIAMRE, exon 1, 2, 3, 4, 5 


^•'i.57-" 
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Y : -.>V' Table 3A Nearest Neighbor (BlaslN vs. Genbank) •' ,7- r :.,, / V ::: --' 


SEQJP 
NO 


• ACCESSN 


; DESCRip "r - . ■ 


P VALUE 


3466 


,. X84742 


M.musculus GPX3 gene 


0.038 


3467 


' "D/^A 1 C\f\ 1 1 


Homo sapiens, Similar to RIKEN cDNA 493 1 428D 1 4 gene, clone 
muc i j4U / iMAvits.4JUvoi3, mKJNA, complete eels . > 


0:22 


/ 3468 


. Atzoojjo 


Legionella longbeachae spectinomycin 3 1 adenylyltransferase (aad A), : 
possible transcriptional regulatory protein (lrpR), and possible sensor 
kinase protein (IskS) genes, complete cds; and unknown genes' 


i 


3469 


AF288536 


Legionella longbeachae spectinomycin 3' adenylyltransferase (aad A), 
possible transcriptional regulatory protein (lrpR), and possible sensor 
kinase protein (IskS) genes, complete cds; and unknown genes •• 


1.8 > 


■•3470" 


AB0i3 150. 


Papilio machaon mitochondrial ND5 gene for NADH dehydrogenase • 
subunit 5, partial cds : ; ; ? ^ " ^ . 


5:9;/ \ 


3471 


AM UZoUI 1 


riomo sapiens Cvji-i4D protein (Liji^jiuzoj,.mi\iNA 


U.O J ■ •• 


.3472 


AM UjzUdv 


Homo sapiens actin related protein (MGC 15664), mRNA * 


p. / . 


•3473 


AJL44y>lOJ> 


Human DNA sequence from clone RP1 1-533E16 on chromosome 6, • • 
complete sequence [Homo sapiens] ( - ■'. •" 


U.UUUUl 


3474 


-X96685 


B.burgdorferi cell division genes 


1.9 1 


"3475 


AF179589 


Rana tigrina rugulosa glucagon receptor (GluR) mRNA, complete cds 


y o.i9 


3476 


■ AJ297549 


Homo sapiens partial PHC3CB gene for phosphatidylinositol 3 -kinase 
catalytic subunit pi lObeta, exons 1-2 and joined CDS 


0:87 


3477 


. XJVMJ32707 


Homo sapiens KiAAuoJU protein (KlAAUo 3 U), mKJNA 


U.2 


3478 


U25032 


Caenorhabditis elegans par-3 mRNA, complete cds 




3479 ■< 


v T TO rt^ • • ' 

U89283 ••• 


Biomphalaria glabrata myoglobin gene, complete cds 


•3:2 • ' 




-AY029303 


Strongyiocentrotus purpuratus ADAM precursor, mRNA, complete ■ 

cds -' • • - • . .' '■'■<'/ - • .. ; •'• 


5.6; , 


3481 


AB043223' 


Mus musculusV 186.2 gene for immunoglobulin heavy chain, 
clone:LlG6001 < ■ ' ; ^: • / • 


• • 7.5. : . 


3482 


AP304130 


Danio rerio transmembrane receptor Roundabout 1 (robol) mRNA, / 
complete cds ; ; 


1.8 


3483 


AF3 86077 


Homo sapiens interleukin 17B (TL17B) gene, complete cds 


0.65 • 


3484 


T TO nOOfl 


Bos taurus Y-chromosome specific genomic sequence * 


U.OJ 


3485 


. yvlVi v/JZj't / 


Homo sapiens region containing TLS-associated serine-arginine : 
protein 1; TLS-associated serine-arginine protein 2; TLS-associated 
serine-arginine protein 2; TLS-associated serine-arginine protein 2; 


o .. 


: 3486. 


; ; AF120475 " 


Mus musculus myelin-associated oligodendrocytic basic proteins ; 
MOBP170 and MOBP69 (Mobp) gene, exons 3 through 5 and 
complete cds, alternatively spliced 


0.0008 


3487 


U81676 


Unidentified eubacterium clone vadinBC27 16S ribosomal RNA gene, 
partial sequence. : '■ 


0.31 


•3488 


: -AL596023 1 : 


Human DNA sequence from clone RP 1 1 - 1 42 J 1 8 on chromosome X, 
complete sequence. [Homo sapiens] > ^ : - :• ; J • : V 


0.016 


3489 


• U67210 


Human clone HS2. 16 Alu-Ya5 sequence " : 


0.056 
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: ; Table 3A Nearest Neighbor (BlastN vs. Genbank) ■ 


SEQID 
NO 


ACCESSN 


. ?X<S : .'r : ^y-'. DESCRIP ' :: - 


P VALUE 


" 3490 


XM_007196 


noHio odpieiia Mimidr to rei linger proieiii z, cdnmciaie lUinor 
suppressor involved in B-CLL (H. sapiens) (LOC93519)/mRNA 


0.0000008 


3491 


AL049568 


Human DNA sequence from clone SG22CB-23F1 on chromosome 
22ql3.31-13 33 Contains a GSS, complete sequence [Homo sapiens] 


0:074 


3492 




A.Liiaiiaiia iuimna ior oiNr i-reiaieci ser/mr protein Kinase \1ojz op) . 


r\ i ^ 


3493 


AT ^Q9 1 no 


Human DNA sequence from clone RP 13-45 9H7 on chromosome 10, 
complete sequence (norno sapiens j < 


1 Q . 
l.O 


3494 


; oJ.Hy / 


immunoglobulin epsilon chain constant region= secreted form {3' 
region/ [nuiiidn, jd cen myeiuuid u-zoo, vjcnoimc, jiyo nij . 


j.Z 


3495 


X 16027 ;x 


R.norvegicus gene encoding alkaline phosphatase, exon 2 


0.0009 


3496 




Buchnera aphidicola plasmid pTrpEG isolate Mor26ps anthranilate ; 
syiiLiidse vuiupuiieiu 1 ^Lrpcj pbcuinjgeiit,, pdiudi sequence 




'3497; 


• AE00649K 


oireptococcus pyogenes ivii aj/\o sirain prj /u, secuon zu oi io / pi 
the complete genome ; ; ; . . : - v • • 


' 0.33 ; • 


! 3498 


Zj / O JO / 


pxeievibide cnioiiiubuiiie v i itduiiig ndiuc wivr i-rjuzjiw 


U.U07 


3499' 


A1SAJZ jUW . 


Hnmn c^ni^nQ rHMA FT tl 9Q78 fie rlnn^ MT9R P7A0^^7 \ 
tlOIIlO adpiCIlb CL/lN/\ ri-4j IZy / o lib, C1U11C IN 1 Zlvx ZUUO JZ 1 


ZJZi-OZ 


3500 


AFfWofRQ 


Homo sapiens integrin alpha-2 subunit (ITGA2) gene, ITGA2-1 . 
dueiis, pdi iiai lus • r 


. U.DJ 


3501 




ri. Sapiens uow-sorieu. enromosome 0 runtuii lidgineni, o\^op/\ou 1 z 


U.UjO 


3502 




Human ribosomal protein S 14 gene, complete cds : _ 


. y. jh- 


3503 


iNM Uz JZZu 


Mus musculus RIKEN.cDNA 2010106G01 gene (2010106G01Rik), 


ii 
i.i 


3504 


AF140513 ; 


Homo sapiens clone 254LL2 genomic sequence 


0.0004 


3505 


AL35955o 


Homo sapiens mKJN a,, cjjin a ujs^z.p/ozuioij (trom clone 
DKFZp76201615) V X : 


0019 


3506 


XJVl_U4o /bo 


Homo sapiens tetratricopeptide repeat domain 3 (TTC3), mRNA 




3507 


AF074994 


Homo sapiens full length insert cDNA YH91C06 


0.65 


3508 


\Tp Ah 1 no 

JNL._UU1j.5o 


Sulfolobus virus 1, complete genome 


0 nns 

U.UUo 


3509 




Methanococcus jannaschii section 44 of 150 of the complete genome 


U.Z 1 


,•: 3510 


AY035821 : ; 


Schizosaccharomyces pombe By rl -binding protein Bob! (bobl) gene, 
complete cds ■ -v. 


0.19 . 


'3511 


AF275842 ' : 


Plasmodium falciparum clone b.2 PfEMPl (var) mRNA, partial cds 


•r 2 


3512! 


AJ294714 . 


Pichia anomala leu2 gene for beta-isopropylmalate dehydrogenase 


.0:19 


3513 


■AL391240 


Human DNA sequence from clone RP3-397P18 on chromosome 6- v 
complete sequence [Homo sapiens] 


' .3.4 ' , 


3514 


AE002304 


Chlamydia muridarum, section 35 of 85 of the complete genome v 


1.8 - 


33515 


AF083830 


Homo sapiens dihydropyridine receptor alpha 2 subunit ,. ; r : ; . r , 
(CACNA2D1) gene, exon 14 : . ^ '"! ; : ' : 


' b;2 1 
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Table 3A Nearest Neighbor (BlastN vs: Genbahk) * 


SEQ-ID 
NO 


. ACCESSN 


: y'y y-M • . DESCREP ; -' : . ^.>.m;'- ^V"- ; ; y' : y : 


P VALUE 


3516 ■ 


AE005222 


Escherichia coti 0157:H7 EDL933 genome, contig 1 of 3, section 46 

of 155 - "Vv-V--^1 y. '\y[;^ - "• .' X-V,:; , v', 


: - •'• 1. 7 • ' : 


.3517 


• U04208 


F«;rhprirhia poli 91 49-88 pvtolpthal di<rtpndi tip toxin (pdtA pdtPl and 
cdtC) genes s complete cds 


0.008 


3518 


Y07738 


M.musculus gene for vimentin 


'i Q 65 ■ 


3519 


AF304091 


Sotalia fluviatilis alpla lactalbumin gene, partial cds :, 1 " 


' 2 


.3520 


AF270356: ) 


Stanhv1opnppn<i pnidprmidi^ strain SiR 1 pIotip <itPO 409SpOQ ppnnmir 

O ICIUIIY ivJ^Uw^UO V_>^1V4^1 llllUlo oil dill. lJJa 1 ^/1VJ11^< ol^p.TVZ. J^V7 KtillVJllU^ 

sequence. • -yyy ' y; : '' : ' v ' y - : . r ; : v . ; 


0^52 


3521 


AF017516 


Flomhn 4 ; na^pnornm pvtophromp h fevth^ pptip mitophondrial ppnp 
encodine mitochondrial nrotein nartial cds - v; ' : 


18 


3523 


AF098919 


Galium palhis alnha-plobin pene domain 5' region -''''* 


■ ."' 2 


; .3524 


XM_047517 


Homo sapiens Knippel-like factor 4 (gut) (KLF4), mRNA 


1E-39 


3525 


NC 001626 


Pprrornv7on marinii<; mitophondrion comnlpte penomp 


* 0.021 


3526 


AF246647 


RpmiQia tnhari hintvnp 0 ; 16S rihn^omal RNA pptip nartial ^pnnpnrp* 

mitochondrial gene for mitochondrial product " " 


1.9 


3527 


AL391240. 


Human DNA sequence from clone RP3-397P18 on chromosome 6, 
complete sequence [Homo sapiens]. 


3!l 


3528 . 


' • M32779 


A rNP V wifh an S fmpinorda insertion element IFP2 2 


1.9 


3529 


L44121 


Homo sapiens (clone pHK2. ID) CMTIA gene, repeat unit 


6E-44 


3530 


. -U52350 ; 


ArahiHnnciQ thaliaina iTirTP-hinHinp nrnfpin ^ARAP5Y mRNA 

/AJ. ctUlLLLrUolo Llldl Idl Id VJ 1 IT U111VJ-111& L/HJLV^lll ^rVIVn.v»/ ) 111J.\-1 1 x*-, 

complete cds y: 


0.007 


3531 


X80908 


T e^riilpntiirn ppne for fniif rineninff nolv&alactiironasie * . 


•0.65 - 


; 3532 : 


AF267203 


v^anuiuaius v^arsoneiia ruucju ndiurdi-uobi JDidSLopsyiid ucciuoiiidiis 

/-\.XJT illilcloC diyiLa OUL/Umi ^Ctip/T./ JAU LlCtl. Uii), All ojlilliCloC ; 

gainma subunit (atpG) gene, complete cds; and ATP synthase beta 
subuhit (atpD) gene, partial cds *= . . ' ^ ' : 


: Q:22 ; 


•3533 


AE001379 


Pla^modiiim falpinarnm rhrnmo^ome 1 spctinn 16 of 73 of the 

j lauinuui mil laiviLfui uiii v<ai-i \j* nvov/f iiv , owuviii iv yi « ^ uiy 

complete sequence : . ^ 


• 6:25: 


3534 


XM 034129 


Homo ^anipn<\ hvnnthptipal nrotpin T : )TCF7r.761 Tl S23 

XlVJlllVJ dClL^*-wll^3 11 ¥ IJyJ UlwLl^CH \J lvlvlll 1V1V1 IjL/ / V 1J Ui>J • 

(DKFZd761J1523S mRNA > % ^ v \ 


. ^6 ; : 


'3535 


AE002304. 


Chlamydia muridarum, section 35 of 85 of the complete genome . 


1.8 


3536 


AK024082 


Homo saoiens cDNA FL J 14020 fis clone HEMBA 1002508 


1.7 


'3537 


U67547 


Methanococcus jannaschii section 89 of 150 of the complete genome 


0.22 


3538., 


AF91 5629 

£W JUL? 


Prvnternnia naniciilata chloronlast ml 16 pene intron seouence : • 


0^024 


3539 


X03853 ^ ' 


Ppa ph1nronla«;t ppne for ribulose 1 5-bi^nhosnhate earboxvlase TrbclV 


0.008 


3540. 


, X85055 


B.taurus cosmid-derived microsatellite DNA (clone ID VG A-40) 


0.0009 


3541 


AK005508 


Mus musculus adult female placenta cDNA, RJXEN full-length 
enriched library, clone: 1 60002 1C 16, full insert sequence 


' 0.63 


3542 


• Y16262 


Daucus carota mRNA for neutral invertase 


0.21 


3543 


;AL5 13491 


Human.DNA sequence from clone RP11-79A21 on chromosome X, ',; 
complete sequence [Homo sapiens] • • .:• 


0.56 . 


: '3544-: 


XNT036298 


Homo sapiens hypothetical gene supported by AL442095 .•-..' v ,' : ; 
(LOC91 124), mRNA '/ : • ; \ V^': ^ 


: 0.02 


. 3545-. 


XM_049045 


Homo sapiens KlAAOl 18 protein (KI AA0 118), mRNA -.y^ ' 


. V . 0-46 ■ 





v :\ r - Table 3A Nearest Neighbor (BlastN vs. Genbank) ' : : - 


% NO 


: ACCESSN . 


U '}:- : ' - .. ; DESCRfP • ' ,; : 


p Lvalue 


3546 


AY020760 


Oryzasativa microsatellite MRG3085 containing (TA)X13, closest to 
marker R2976, genomic sequence ; * • - . ..- 


• 5.4- ' 


3547 


AF 198037 


Mycoplasma pul monis LipB (lipB) gene, complete cds; and VsaG 
(vsaG) and VsaE (vsaE) genes, partial cds c ^ 


6.008 • 


3548 


X62658 ■'; 


E.faecalis plasmid pADl seal gene and orfy . . 


1.7 


3549 


AF083468 


Emericella nidulans putative zinc finger protein (flbC) gene, complete 

cds- v : : : V. ; - \ 


0:18 


"3550 


AF3 15801 


IT ' * 1 f \T : 1TT /"1T"\ ^ Ji L L -2 1 - V " .' 

Homo sapiens chromosome Y AHCP pseudogene, complete sequence 


19 


. 3551 


AC007042 


Homo sapiens clone RP1 1 -3 99H 17, complete sequence 


6 


3552 


AF198037 


Mycoplasma pulmonis LipB (hpB) gene, complete cds; and VsaG 
(vsaG) and VsaE (vsaE) genes, partial cds : ; * : ; 


0.008 


•jjjj 


; AK02D090 , 


Homo sapiens. cDN A: FLJ21437 lis, clone COL04285 


0 


. JJJ'T 


• X76027 . • 


K.lactis APA2 gene for tetraphosphatase, QCR7 gene, be 1 complex 
subunit VII ; >- 1 . " 


'•0.4 


3555'' 


'i.Z78713' 


H. sapiens flow-sorted chromosome 6 Hindlll fragment, SC6pA15 All 


0 61 


3556 


:.' U50357 " . 


Streptococcus zooepidemicus zoocin A immunity factor (zif) and • 7 
zoocin A endopeptidase (zooA) genes, complete cds ; ' 


0.13 


jjj/ 


U93721 '.- 


Homo sapiens green cone photoreceptor pigment gene, 5' flanking 
region : ; ' , ; .. - ; ; ; ; -v,v v -;' : ;' ■ 


.1.4 ■ 


3558 


AJ291489 


Paracentrotus lividus mRNA for fibrosurfin (surfin2656 gene) 


; 3.7 


,3559 


M 13820 • 


Plasmid ColIb-p9 colicin lb structural and immunity genes, complete 

cds -' -. • f '"• "•' ' '•; 


0.2 


JJDU 


• : -Z54147 . 


Human DNA sequence from cosmid L129H7, Huntington's Disease 
Region, chromosome 4p 16. 3 contains. GpG island 


1 .. 


JJOl 


AJ301616 


Homo sapiens DNC gene for deoxynucleotide earner, exons 1 -9 


; 0.17 


J JUL 


U29403 


Human immunodeficiency virus type 1 defective gag gene, clone 3-13, 
truncated cds '• ' ; . : '-* - 


0.63 


jJUJ 


AF090I18 - 


Plasmodium falciparum heat shock protein hspl04 (hspl04) gene, 
partial cds • . • 


0.21. 


JJUt 


Z22701 


S.scrofa spl IFN gene ; ^ > ." ••: . 


0.57 


3565 


AF090889 


Homo sapiens clone HQ0092 


0^62 


jJDO 


XN/T050705 


Homo sapiens GalNAc-4-sulfotransferase 2 (GALNAC4ST-2), mRNA 


0.15 


J jO / 


: XM_016611 


Homo sapiens similar to 8-oxoguanine DNA glycosylase (H. sapiens) 
(LOC93577), rnRNA • ; ■ ■ ^ > 


0.052 • 


JJUO 


71f A1 A. 

Z35914 


Sxerevisiae chromosome II reading frame ORF YBR045c 




3569- 


: :S69278. \ ' 


GYP1 A2=3-methylcholanthrene responsive gene [Oncorhynchus ; 
rhykiss=rainbow trout, liver, Genomic^ 5023 nt] , : 


1.5 


3570* 


X56832 . .' 


H. sapiens EN03 gene for muscle specific enolase 


0.21 . 


3571 


XM_0 11264 


Homo sapiens KIAA0372 gene product (KIAA0372), mRNA 


o . 


3572 


NM 022628 


Rattus norvegicus nephrin (Nphsl), mRNA 


.0.017 


3573 


; AJ299718 : 


Homo sapiens partial MASP2 gene, intron 7 


6E-33 


. 3574 : 


v Z69651 ' 


Human DNA sequence from cosmid L75B9, Huntington's Disease v • 
Region, chromosome 4p 16. 3 ' .^ V . ; : v : 


0.022 



346 




X 





■ V ■'■'■■ '[ Table 3A Nearest Neighbor (BlastN vs. Genbank) ■ ; : ; 


SEQ ID 
NO 


• ACCESSN- - 


>■"■■ ; V : " : ;'-;;.V/>' ::; ^'DESCRIP : O- 7 . ^V'., ; , , ; v":;7- 


■P VALUE 


3575 


AF327739 


^trpntnrnrr"ii<; tliprmnnliilii^ Pph 1 fnphli TtIiiO ( clnOi rp^non^p 
regulator Rrl (rrli Hnk2 (hnk^ YvcJ-like nrotein (Vvcn andMurM 
(murM) genes, complete cds ; : ' y 


' 0:59 ' 


3576 


AC001656 V. 


Drosophila melanogaster (PI DS00397 (D 18)) DNA sequence,/ ;/ \ 
complete sequence • 


0.068 


3577. 1 


AF262620 


Periplaneta americana 16S ribosomal RNA gene, partial sequence; ; 
mitochondrial gene for mitochondrial product ? :■ •/ : v 


; • 0.2 ■ — 


3578 


' L08425 • 


7pa mavs auxin-hindinf* nrotpin ffihrvl Y ppne pxons 1-5 and comnlptp 


6.64 


3579 


M97702 


Drosophila melanogaster glutathione S-transferase gene 


\: 1.8 


■3580 


• AF268059 


PanHiHnhiQ f^ar^onplla niHHii natural -host Arvtaina ppniotae RNA 

polymerase beta subunit (rpoB). and RNA polymerase beta-prime 
subunit (rpoC) genes, partial cds ; ' '."*> "* ' 


0 063 : 


3581 


; U30149 ! 


Entamoeba histolytica pyruvate .ferredoxin oxidoreductase (pfol) 
gene, complete cds r ; > v / ' : '.v 


1.9 


"3582 


"i X88893 


Gjacchus intron 4 of visual pigment gene (green allele) • 


0.00008 


3584 


AK000939 


Homo sapiens cDNAFLJ 10077 fis, clone HEMBA1001864 


0.19 


; 3585 . : 


■ AL1 14356- 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation v : ■ - : - : -- " •. 


56 


3586- 


AF126992 


Oxvtronis be^sevi var veritosa chloroolast tRNA-Leu ftrnLY cehe 
intron sequence " ^ : 


0.21 -[ 


3587 


Z47046 }■"' 


Human cosmid QLL2C9 from Xq28 ■ 


■ 5.7 ': 


3588 


AF006246 


I ^rfnpnrnK 1arri<; ^nh<;r) larti*? TT J 403 section 8 of 218 of the 
rnmnlpfp penonie " - ' . ^ 


"• 5.3-:-" 


3589* 


a Y0 18921 


Oryza sativa inicrosatellite MRG1246 containing (AT)X23, genomic 
cpnnpnce -- " , , - \ * ;v : • :•>.'' • ■ - .* 


0.71 : 


3590 


AT 589705 


Human DNA sequence from clone RP1 1-64M7 on chromosome 6, 
rnmnlpte <?ennence fHomo saniensl 


0.069 


3591 




Mus musculus gamma-aminobutyrie acid (GAB A- A) receptor, subunit 
fllnha iVCrabraiV mRNA - ^ 

All L/ 1 1C1 A 1 VJCivl Cl A J ^ 11UVI ™ A 


3.8 


3592 


AP024748 


Paenorhabditis eleeans cosmid Yl 10A2AR. comolete seauence 


0.017 


3593 


; AJ002240 


Mus musculus minisatellite tandem repeat (MMS9) 


• 1.7 . 


- 3594 


. AJ293574 


Rr^^^ira nann<; pptip for mitativp corticosteroid binding nroteiii and 
partial gene for hypothetical protein, cultivar N-o-9 


• 0.21 " r 


3596; 


AF324889 : 


T-Tnmn sanipns mvosin nhosnhatase tarffet subunit 2 rMYPT2Ysene 
exon 1 • • ' ' '■" •■■ ■ . 


0.22 


.3597;. 


: ■ S62623 


IGF2=insulin-Iike growth factor 2 {clone PPA1, exon 9} [human, 
Genomic, 811 nt| ^ ; 


5:4 


3598 


Z22707 ' 


S.scrofa spl EFN gene 


0.57 : 


3600 


AB030490 . 


Glycine max SG-05 gene for thiamin biosynthetic enzyme, complete 

cds - l - - :'\ •' 'V- : - •" : , • ■ ■••'•..v ' ' : - 


0.023 


3602 


S69278 . 


CYP1 A2=3-methylcholanthrene responsive gene [Oncorhynchus 
mykiss=rainbow trout, liver, Genomic, 5023 nt] 


1.7 


. 3603 


XM_029I48 


Homo sapiens hypothetical protein BC004923 (LOC85865), mRNA v " 


• 0.002 





, . ''^ ' -Table 3A Nearest Neighbor (BlastN vs. Genbank) . - ; ^ 


SEQID 
NO 


ACCESSN 


- v DESCRIP ' ■■' \ '.^ V;' : > ; ' 


P VALUE 


3604 , 


•AJ002979 


T ronHnniirn ohloronlast DNA for interppnic snappr hetwppn tRNA- 
Thr (UGU) and tRNA-Leu (UAA) 5'exon, collected from W. V. ; ; 
Pakawau, Cape Farewell, South Island, New Zealand / ' . 


• 0.067 


3605 


• U36927 


Plasmodium yoelii rhoptry protein gene, complete cds 


0.2 


3606 


AK021502 


Homo sapiens cDNA FLJl 1440 fis, clone HEMBA1001319 . 


0.00001 


3607 


AB033604 


Oanra hirriK Hsn70-3 pene for 70 kDa heat <?hnck nroteiti comnletp 


0.18 : ' 


3608 


; M81651 


Human semenogelin II (SEMGII) gene, complete cds 


1:8 


3609 


AB054512 


Berardius bairdii DNA SINE flankinc seauence Tuti35 locus 


0.49 v 


3610 


A F0 5 7740 


Homo sapiens 17-beta-hydroxy steroid dehydrogenase IV (HSD17B4) 
ppnp pxnn 94 and comnlpte cds 


0.018 


3611 


A 1295 1 58' 


1-Tomo sanipns pene for thvmo^in beta-4 ? 


1E-48 


: 3612 


X79402 


R tannic mPNA for rilnsininopen 


0.21 


' 3613 


NC 001807 


Human mifnrhnndrion comnleife genome 

X 1 villi £11 L lililwvlLVyJIivll IWll^ WAl IU1\^ 


3E-20 


3614 


3C92204 


P hvhrida NAM pt>ne - '.• '■ 


0.049 


■3616 


, AB032016 


Homo sapiens PDNP1 gene for phosphodiesterase I/nucleotide 
pyrophosphatase 1, 5' flanking region and partial cds • V ' 


0.009 , 


3617 


AF339159 


A/facrnhii<? nifnpri^eiis riiannose-6-nhosnhate/insuIin-like growth factor 
II receptor (m6p/ig!2r) mRNA, partial cds ; -r '- 


• 0.47 ; 


3618: 


AB025285 


Homo sapiens c-ERBB-2 gene, exons 1', 2 3', 4' ,< 


0.0000001 


3619 


AJ002550 


Homo sapiens MMP-1 gene, promoter region 


3.8 


3620 


AB004856 ••" 


Buchnera aphidicola mRNA for homoserine kinase, partial cds 


0.79 


3621 


ABO 10426 


Phytoplasma sp. gene for AL1 like protein, complete cds 


18 


.3622 


1 36903 V 


Q^rrh'imfnvrpc rprpviciaf 1 mitnrhnnHrinn 0 1 *s rihnciAmal RNA /91S 

rRNA) gene, 21 S R2 ribosomal RN A (2 I S R2 rRNA) gene, and ORF 

RI '•' . ' : ' ' ' ' - '"' " : C' h> • 


' 0.022 


3623 


A F? 6764? 


Filobasidiella neoformans var. neoformans Myo2p-like protein gene 


0.49 > \ 


3624 


YU 044.4QQ 


Homn <;aniens KTAA04X4 nrotoin nCIAA0484V mRNA 


0.0001 


3625 


L04550 


Homo sapiens DNA fragment . .•' ; :v 


: 2.6 


3626 


AF9T00S4. 


tlllU. Ucil LlCll vV.lo 


• 2.5 


3627 


AT SOI SOS 


Human DNA sequence from clone RP1 1-67112 on chromosome X, 

rntnnlptp cpnnpnrp rWomo <;anipn^T ? * 


•0.001 


3628 


AT 049960 


Homo sapiens mRNA; cDN A DKFZp564 A072 (from clone ; 
DKFZn564A072V . '' '' ' . ' : 


0.35 


3629 


AB055284 


Macaca fascicularis brain cDNA, clone:QflA-l 1654 


0.15 


•3630 


AF304448 " 


Homo sapiens vitamin D receptor-interacting protein complex 
component DRIP 150 (DRIP 150) mRNA, complete cds * •. 


1.3 ' 


363 1 


AL 133 157 


S.pombe chromosome I cosmid clB2 - - \ 


0.6 


3632 


: AC002475 


Homo sapiens Chromosome 22ql 1.2 PCR Product dgcr-gapl In 
DGCR Region, complete sequence • ,'■ . ' : 


0:005 : -' 


.3633'" 


AK003943 


Mus musculus 18 days embryo cDNA, RIKEN full-length enriched ; 
library, clone: 1 1 10028F1 1, full insert sequence :.; , - ' 


4E-18 


-3634 


: ^ ^78712:; 


hemolin=48 kda C2-type immunoglobulin-like protein [Hyalophoi;a. • 
cecropia=giant silkmoths, Genomic, 6622 nt] 


' >.'3.5" ';• 





Table 3 A Nearest Neighbor (BlastN vs: Genbank) ; - : 


SEQTD 
NO 


ACCESSN 1 




P VAT TIF 


3635 


AK023897 


Homo sapiens cDNA FLJ13835 fis, clone THYRO 10007 12 


. 2E-98 


3636 


-X55978 ' 


T hriirfii FSAG 8 ppnp for a Ipiicinp-rich rpnpat familv nrnfpin 


0 14 


•3637 


XM 031534 


Homo sapiens similar to uterine protein (M. musculus) (LOC90410), 

mRNA'' •' ; ~ \ •• ; - '^'X '•' v '■{'■': . 


5F-47 


3638 


• AF044287 - 


Drosopliila melanogaster delta adaptin subunit of AP-3 (garnet) gene; 

pnrnnl pfp C(\q ' ' ... .' ' ' '. . ,; .. 


:> 0 004 


-3639 


AR060917 


Macaca fascicularis brain cDNA clone:QtrA-14684, full insert 


• JL . 1 ' • 


3640 


AK008529 


Mus musculus adult male small intestine cDNA, RIKEN full-length 

pnrirhpH lifirarv plnnp'901 010^(^09 fiill inQPrt Qpniipnpp 


- 0 41 ; 


3641 


1NJ.V1 UJ IJIt^W 


T?iittnc nni-vpcipiiQ timplpcc fT*i'rocrvnt~ii1i} , ii hnmr\1na fTimplpcc^ mT?TSJA 

XvilLLUlp 1LU1 VCgl^Up lillltlt'OO ^-L/lUoU^JlLlld.^ ILUlLlVJlUg, ^ 1 lllLClCoo^, 1 1 LLVi N l\ 


0 TR 


■3642 


A F3 34544 


Homo sapiens chromosome Y landmark: proximal chromosome 1 

tTun^lnpjitifin iirniTiHjirv rli Qtii 1 to A7T^p rptJinn ^ 


0 19' 


3643 


yVLvi uj JUtf 


Homo sapiens nucleophosmin (nucleolar phosphoprotein B23 , : 

nnrnntriTiS fNTPM^I i mRMA 


1F-^ 

1C uu 


■3645 


M AE001462 


jLieiicpodcicr pyioo, bircun j^y beLLioii lj oi ijz pixnc coiiipicie 
genome :"'}.':• 'V- ; :• ' : • •.. ".\ " : / .V",.-' ;': v ; : • 




3646 


; L81761. 


jnouio bdpienp ^buuciont/ o liu iroiu r i ni / j j_^in/\ seijuence, : . 
complete sequence . < ; : , ; 


4E-12 


.3647 


AJ271348 


Homo sapiens partial DRD3 gene for dopamine D3 receptor, exon 1 




3648 


U58991 


oiniiciii liiirnunoueiicieiicy virus lroiii /\incciii green iuuiiK.ey, taiiidius 
species (SIVtan) proyiral DNA 7 complete genome • 


\ 0 16 v 


3649 


NTVf 014601 




0.087 


3650 


' NMJ)32717 


Homo sapiens hypothetical protein MGC1 1324 (MGC1 1324), mRNA 


0.62 


3651 


XMj)04462 


JlUJllU oupieilb ol^llcU Z>d^UCllt<C JCuCJpLUl, dJpiId \UdllMU^wll~ctppUC'lclLCU. 

protein alpha) (SSRl), 'mRNA : : ; : • 


0.79 : 


• 3652 


AY016336 


PlifcicTTtiitfc C4iictT"Qlic w\\ ^ mcft i titf* vert* tit p ci*\Qppr pVi lr\T"r\r\l net * 

r iiicigiiiiicb aUoudiib ipi. jo-rpbo- iiiici^eiiie bpdeci, ciuuiupidai •., 

jv^\j i.it/t iv^^ , ; 


0.69 


3653 


, ; : Z63374 : 


U- c«itm/>hc f^*TAf~r iclcinrl DM A ■ CT^nrifVitP 'Xyfcf^l . TYCk<JYY\F k 'r\t rwir* 5^91^^ 

n.oduieiio vj ibiaiiu i-x in /a gviiuiiiie iviaci iid^iiicin, liuhc ozuj, 

forward read cpg82b3. ft la ' /• ' 


: 0.22 ; 


3654 


: U10927 • • 


oiapnyiococcus aureus ivi rype i capsujar poiysdccnanae oiosyninesis 
(capA, capB, capC, capD, capE, capF, capG, capH, capl, cap J, capK, 
capL, capM) genes, complete cds - 


: 6:026 


3655 


" AE007446 '/ 


Streptococcus pneumoniae section 129 of 194 of the complete genome 


6.18 C 


3656 


BC006035 


Mus musculus, clone IMAGE:3492938, mRNA, partial cds - 


v 5,3 i 


3657 . 


AF352740 


Oncorhynchus mykiss clone OMM1055 microsatellite sequence 


: * 2.1 . 


3658: 


NM_032141 


Homo sapiens hypothetical protein DKFZp434K1421 v 
(DKFZP434K1421). mRNA 


• ' 0 - 


.3659 


' : AF275231 : : ,; 


Phloeomyzus passerinii 12S small subunit ribosomal RNA gene, ; • 
partial sequence; tRNA-Val gene, complete sequence; and 16S large; 
subunit ribosomal RNA gene, partial sequence; mitochondrial genes - 
for mitochondrial products / . , ; ■ ■ r 


';• :0.077 



349 





Table 3 A Nearest Neighbor (BlastN vs. Oenbank) 


SEQ1D 
NO 


ACCESSN 




P VALUE 


"3660 


r\ru i /oho 


ociuzusdCLi idi uiiiycco puiiiue iriiri buuuim p^- / ■{u.ii i t/j gent/, 

rnnTnlptp rnc ••' v ■•• - - •-«* •• •-< •-' v - •■>"'-'. ■ 'i ' 


0 7? 
v. / Z 


3661 


AF200526 


Zea mays cellulose synthase-2 (CesA-2) mRNA, complete cds 


: 2.2 -. 


.3662 


AJ297654 


Sus scrofa AACT2 gene for alpha- 1 -anti chymotrypsin 2, exons 1-5 . - 


• 7 Q:74 


3663 


•ym 018189 


Homo Pinion*; hvnothetical nrntein FT T1 1949 fFT- Tl 3949^ mRNA 


q 74 


3664 


• AE004047 


Xylella fastidiosa ?a5c, section 1 93 of 229 of the complete genome 




3665 


XM 003012 


Homo ^aniens FnhR WFPHR 1 V mRNA 


6.9 ■ 


3666 


AFOR3940 


Shewanella putrefaciens multi-cytochrome gene cluster, complete , 
sequence, ierrous iron transponer (xeooy, aeca-neme c-iype - 1 - , 
cytochrome (mtrC), c-type cytochrome precursor (mtrA)> and outer , 

mpmHriirip nrntpin t^rppnrcriT' f mtrRY optipc pnrnnlpfp pHq 

illvvllLUlClll^ UHjl^lll pi V/vLUSVJl ^IIHIU^ ^VvllV/O,. vUllllJiytVv ^VJ.c> ■ 


0.085 


3667 


•AF J 003 04 


Caenorhabditis elegans cosmid W07B3, complete sequence 


• 0.74 


3668 


A PfW) 1 7Aji 


T-Jr"*-mr\ coniptic fTf^Tirvmi^ ViM A f^li ttviyi r\cr\TTi f~* 0 1 nO-1 1 nO 1. 7 

rlOIilO SdpieilS geilOIIUC l^lN/\, LIllL>IIlUI>L)IIie ZiqZl. l-ljzr.z, • , . : 




3669 




rVliei^dJld dllClIld.Ui IVJLrVIZ ^,LUL, LUllipiCLC LUb • 


^ 4 


3670 


MN/t OHQ1 £1 

lNivji vvyioi 


Mus musculus sialyltransferase 8 (alpha-2, , 8-sialytransferase) B 


0.22 


3671; 


, A±5U4j»oy4 


lNepenuies aiaia iNdrvr^ iiuviN/\ ior dsparnc proienidse *+, Luiiipiciv uub 


i . .... ■ • 


3672 


M74944 


pimian immunoaenciency virus v j^ri Ke-isoiaie 01 oivmac cione 
W9) env gene, complete cds "• 


7 0.25 


3673 


/vrZooZll 


L/dlUO leilU INKXJ-l illxvINrV, OUuipiClt tuo 


0 07? 


3674 




/^rionrxrl-iol^Vlif ic plorronc pfvotniVl ^VAfl A 1 A r»r\mr\1ptf> • CP nnPTif^f* 

v^aenoriiducmib eiegdiis lusiiuci ifu/viiA., Luiupicie aeiiucu^e 


0 0? 


3675 


' S53497 


lmmunogioDuiin epsuon cnam consiani region— secreted iorm \-> 
region} [human, B cell myeloma U-266, Genomic, 3 198 nt] 


6.8 V 


3676 


AT 19^0^ 


riuman uts a sequence rrom cione Kjti i^ojpz-f on cnromosome.o, 


0.009 


3677 


• AF207862 


Bos taurus bradykinin receptor B2 (BDKJRB2) gene, promoter 


.5.8 


3678 


ATh"")£Q/1 1 7 


otapnyiococcus epiQermiQis strain oki cione step, luujeuj genomic 
sequence , . .-. . - > , 


5 1 •, 


3679 


' X53232 


Rat mRNA for preoptic regulatory factor-2 (PORF-2) 


• 2 : 


3680 




A1tf»rnnt*ia *j1tpt*niitci ^yTAT"7 apnp pf\mnlptp pHq - ' 
/VllCilLdlld aJlCllia.la. ivirv i //. ^^iic, lAHLipiwiv*. Wo . 


.6.5 


3681 


AE003252 


Drosophila melanogaster genomic scaffold 142000013385369, 
complete sequence :• ; : ; - r ' • : 


- 1.9 


3682 


U 19744 


Caenorhabditis elegans integrin beta pat-3 gene, complete cds 


0.083 


3683 


XMJ) 10829- 


Homo sapiens potassium channel, subfamily K, member 3 (TASK-1) 
(KCNK3), mRNA i - ^ • ' ' ; . ; : -7 


r 0.25 


3684 


.. AF065853 


Homo sapiens OR7E I IP pseudogene, partial sequence 


0.077 


3685 


AF325859 : 


Choristoneura fumiferana antifreeze protein (AFP-Lul) gene, : ; 
complete cds . v'"-- ; - '• ' • 


1 : 2.3 : 


3686 


XM 017134 


Homo sapiens breast cancer 2, early onset (BRCA2), mRNA •: . i 


. 0.23 .-• 
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V • : Tabic 3 A Nearest Neighbor (BlastN vs. Genbank) ; ■ 


SEQ ID 
NO 


' ACCESSN, 


DESCRIP 


P VALUE 


3687 


AE002139 


Ureaplasma urealyticum section 40 of 59 of the complete genome 

l mf ..... ■ X O 


.0.17 


3688 : 


J00241 


Human Ig germiine kappa-L chain, C region (inv3 allele) 


0.22 


3689 


•••U23855;-- 


Bos taurus von Willebrand factor gene, 5' flanking region and exon 1 


078 


3690 


AKO 15465 


Mus musculus adult male testis cDN A, RIKEN full-length enriched _ 
libra ry, clone : 493 04 5 5H04, full insert sequence ; H ; ' . -v • ; • 


6.2. 


3691 


XM_042056 


Homo sapiens LOC86 123 (LOC86123), inRNA /":" . - 


2 


3692 


ALl 37458 1 


Homo sapiens mRNA; cDNA DKFZp434E2221 (from clone 
DKFZp434E2221) - ^ 


0.086 " 


3693 


Z81079 


Caenorhabditis elegans cosmid F39H11* complete sequence • ; ' 


2 


3694 


AF 142998 


Ptero ho tus parnellii NAD H dehydrogenase subunit 1(ND1) gene, 
partial cds; mitochondrial gene for mitochondrial product 


1 0.69 


3695 


AKO 12282 


Mus musculus 11 days embryo cDNA, RIKEN full-length enriched 
library, clonc:2700023 124, full insert sequence 


- 0:75 


3696 


AB032937 


Cucumis sativus GS-AGSI gene for 1-aminocyclopropane- 1 - 
carboxylate synthase, complete cds : / •-• . . 


15 


3697 


M92295 


Gorilla gorilla gamma- 1 and gamma-2 globin genes, complete cds 


0.029 


3698 


AF034085 


Caenorhabditis elegans UNC-45 (unc-45) gene, complete cds 


0.0001 


3699 


AB048996 


Macaca fascicularis brain cDNA, clone:Qnp A- 14055 


0:25 


3700 


AK024527-. 


Homo sapiens cDNA: FLJ20874 fis, clone ADKA028 18 


0 000001 


3701 ; 


AK014489 


Mus musculus 14 days embryo liver cDNA, RIKEN full-length 
enriched library, cione:4432412D04, full insert sequence >K ': : 


' : 4:3 • 


3702 


NMJ)22599 


Rattus noryegicus outer membrane protein (Omp25), mRNA 


1E-14 


3703 


• AF177242 


Bodo saltans clone pBME40 mitocondrial minicircle DNA 


0.021 ' 


: 3704 


AF183329 


Homo sapiens clone NIGMS NA10926D chromosome 10 paralogous. 
sequence variant, genomic sequence = ; ■'{*'■ '-'--^ .■''• i -Xy':t ;> 


5E-61 


3706 * 


AF374728 .'• 


Saxifragella bicuspidata maturase K (matK) gene, partial cds; V 
chloroplast gene for chloroplast product . ' : . 


V 0.65 


3707 


AK010U3 


Mus musculus adult male tongue cDNA, RIKEN full-length enriched 
library, clone:23 1 0068J16, full insert sequence .; \ 


5E-29 : ' 


3708 


XM' 045657 


Homo sapiens McKusick-Kaufman syndrome (MKKS), mRNA 


1.8 


3709 


AJ223690 


H. sapiens D2-1 -K2G7np gene for immunoglobulin kappa chain 
variable region ••' ' "' . •/ ' • : > ^ 


0.026 


3710 


XM 008389 


Homo sapiens C 1 q-related factor (CRF), mRNA , 


0.026 


j7ii 


AF200526 


Zea mays cellulose synthase-2 (CcsA-2) mRNA, complete cds . 


2.3 


; 3712 


AE000049 


Mycoplasma pneumoniae M129 section 31 of 63 of the complete •: 
genome -I 


0.68 


: 3713. 


XM 002495 


Homo sapiens cyclic nucleotide gated channel alpha 3 (CNGA3), 
mRNA - ■ : > ••' -'.VT ' ; ; 7 ; - l v^" .." : . ; : " • 


2.1 : 


3714 


AF322106 


Oncorhynchus mykiss iysbzyme II precursor, gene, complete cds 


0.7 


3715; 


AK002007 ' 


Homo sapiens cDNA FLJl 1145 fis, clone PLACE 1006626, highly 
similar to Homo sapiens mRNA for KIAA0928 protein 


0.0.29 


3716 


, Z73978 .: 


Caenorhabditis elegans cosmid ZC302, complete sequence 


0.23 


3717-. 


NM 023979 


Rattus noryegicus apoptotic protease activating factor 1 (Apafl), ; 
mRNA 1 . - ; ' : :;v -V. • 


0.52 





. • ; S v ! : ; V Nearest 'Neighbor (BlastN vs. Genbank) • - : v 


SEQID 
NO 


ACCESSN 


• • ? . - - vT>; • \ \ ) .; '■}- - : : j t :.VY . .... 
V." -: : * 'v' -^'-> ; . DESCRIP : ' ' .." V' v ;; '. -y/ . 


P VALUE 


3718 


AF335504 


Oryza saliva hemoglobin 1 (hbl), hemoglobin 3 (hb3), and 
hemoglobin 4 (hb4) genes, complete cds 


0.Q77 


3719 


: ." BC006943- 


Mus musculus, Similar to RIKEN cDNA 323040 1N03 gene, clone . 
MGC:6906 IMAGE:2655807, mRNA, complete cds ' • ^ v 


' : 2 - 


3720. 


AK007159 ' 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone: 17001 10101, full insert sequence:" 


'-• 6 • 


3721 ' 


: AF033002 


Cerebrarulus lacteus body wall globin gene, complete cds 


0.026 


3722 


; X95276. 


P.falciparum complete gene map of plastid-like DNA (IR-B) 


0.2 


3723 


XM_0 12629 


Homo sapiens DEAD/H (Asp-Giu- Ala- Asp/His) box polypeptide 8 ; 
(RNA helicase) (DDX8), mRNA : :/ 


1.4 ' 


: : 3724 


XM_042643 


Homo sapiens hypothetical protein DKFZp434G 131 < r . 
(DKFZP434G131); mRNA ■ • ; ^ : 


0.69 


3725 ' 


AF145640'; 


Drosophila melanogaster clone GH07346 BcDNA.GH07346; 
(BcDNA:GH07346) mRN A, complete cds • ,V; ; f : ; 


-2.3' V : - 


3726 


X58823; 


Bovine COX7cPl retroposed pseudogene for cytochrome c oxidase • 
subunit VIIc - , , ; • : i: . . ' ; : . 


02V ; 


3727 


XM 052301 


Homo sapiens hypothetical protein MGC3 199 (MGC3199), mRNA 


6E.25 


.3728 


; U00176 , 


Dictyostelium mucoroides DMUC2 clone p288m2 Gl-like and G5- • 
like ORFs' proteins, complete cds - • v 


0.00009 


3729 


AJ 132901 


Drosophila guanche mitochondrial A+T-rich region 


0.071 


■ 3730 


AL583762 


Human chromosome 14 DNA sequence Partial sequence from B AC R- 
1 J09N18JPCR1 of library RPGI- 11 from chromosome 14 of Homo 
sapiens (Human), complete sequence " V 


7E-35 • 


3731; 


AK021083 


Mus musculus adult male corpus striatum cDNA, RIKEN full-length 
enriched library, cl6ne:C030015A19, full insert sequence 


1,5 


, 3732 


XM_001934 


Homo sapiens PRO0529 protein (PRO0529), mRNA 


1.4 


3733' 


AJ235836 


Labordia tinifolia chloroplast ndhF gene 


2.2 


.3734 


M81855 


Rat mdr mRNA sequence . ; " 


19 


3735 


NTv/T 031649 


Rattus norvegicus killer cell lectin-like receptor subfamily G, member 
1 (Klrgl), mRNA ./ 


\-4.9 .":: 


3736 


Z78014 


Caenorhabditis eiegans cosmid F42E8, complete sequence 


0.002 . 


3737 


XMJD45320 


Homo sapiens chondroitin sulfate proteoglycan 6 (bamacan) (GSPG6), 
mRNA ' : " 


0.0005 


3738 


• ' AF288788 


Staphylococcus aureus rot-like protein Rip (rip), gene, complete cds 


0.4 


3739- 


D 164 17 


Dictyostelium discoideum mRNA 


0.008 


3740 


; XI 5465 


Hamster SPC14 LINE L I repeat DNA 


0.000003 


3741 


-. Y 14544 


Danio rerio mRNA for Hoxc8 protein 


0.014 


3742 


: M13897 


Rattus norvegicus thyrotropin beta subunit (TSH-beta) gene, complete 
cds, clones RP100-14 and'RP21 ',';■/•" 


' : ' 3.5. 


3743 


." AE001390 . 


Plasmodium falciparum chromosome 2, section 27 of 73 of the 
complete sequence . - 


0.018 


'3744 


XM_035389 


Homo sapiens ribosomal protein, large, PI (RPLP1), mRNA 


9E-36 


3745 


XM10Q7409 


Homo sapiens alkylation repair; alkB homolbg (ABH), mRNA 


0.057 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


. ACCESSN. 


: , • : : /- ; -Vv'".; . DESCRIP ''■'■'[■ : '■>•'<■(' v 


P VALUE 


3746 


AE007425 


Streptococcus pneumoniae section 108 of 194 of the complete genome 


0.15 


; 3747. 


• : Z38113. 


S.cerevisiae chromosome IX lambda clone 4554 


4.9 


3749 


;X80491 


S.latifolia SLM4 mRNA 


0.02 


3750 . 


XM1035466 


Homo sapiens hBKLF for basic kruppel like factor (LOC5 1 274), 
mRNA ' ' - : V; : : VV : : >: • < '•' " ; -;> 


2E-35' 


3751 


. Z75957 


Human DN A sequence from cosmid U203H4, between markers 
DXS366 and DXS87 on chromosome X 


0.000001 


'3752 


AE000800 


Methanobacterium thermoautotrophicum from bases 58271 to 687 10 
(section 6 of 148) of the complete genome - V : 


0.19 


3754 


AJ409501 


Mus muscufus RNA binding site for Dazl protein, clone gflO 


0.73 


3755 


AJ243829 ; 


Oryza sativa RPA gene for protein phosphatase 2 A A subunit, exons.l- 

12 ' • v^-- >- ; - : i . ■ --■ ' • ' ; ; : : : ' ; •.. ' ■ ; . ; ; • \ ' . : - ' 


3E-25 


3756 


AK026692 


Homo sapiens cDNA: FLJ2303 9 fis, clone LNG02242 


0.022 


- - • • ■. 
3757 


S81000 : 


{microsatellite regions} [Cryptococcus neoformans^pathogenic yeast, 
var. gatrii, serotype B, UCLA 371 -B, human isolate, Genomic, 283 nt] 


0.94 


3758 


v AF252420 


Bos taurus clone MNB-5 microsatellite sequence 


0.074 


3759 


AF338734 


Homo sapiens hypothetical PHD zinc finger protein XAP135 
pseudogene, complete sequence 


2/1 


3760 


AJ401038 


Human immunodeficiency virus type 1 proviral gp 160 gene for 
envelope protein, strain 97DC.KFE267 ' 


0.79 


3761 


NC_002087 


Plasmid pRL765, complete sequence • 


0.71 


3762 


AE004161 


Vibrio cholerae chromosome I, section 69 of 251 of the complete ■ 
chromosome • >>. r . . . 


1.9 


3763 


Z54349 


H.sapiens MN/CA9 GENE. . 


0.56 


3764 


AF372396 • 


HtV-1 isolate CM53658 from Cameroon envelope glycoprotein (env) 
gene, partial cds ^ 


L8 


3765 


AY021127\ 


Oryza sativa microsatellite MRG3452 containing (TA)X19, genomic 
sequence . ••* *.' J-; - .-^ ■■■ ". ..• ;. ••. ,.: : 


1.9 


3766 


AK021485 


Homo sapiens cDNA FLJl 1423 fis, clone HEMBA1001024 


3-4 


; 3767 . 


AF269468 


Staphylococcus epidermidis strain SRI clone step. 1005a02 genomic 
sequence :-' 


0.69 


,3768 


AF22908.0 


Rattus norvegicus glucagon receptor gene, promoter and partial cds 


.0.71 


3769 


X04384 


Sea urchin (Lipictus) gene for testis specific histone H2B-2 


0.23 . 


"3770 


Z36061 


S.cerevisiae chromosome II reading frame ORF YBR192w 


0.087 


'3771 


AB038488 


Halimeda discoidea chloroplast rbcL gene for ribulose-1,5- ' V 
bisphosphate carboxyiase/pxyjgenase large subunit, partial cds • 


0:25 - 


• '3772 


XM_603759 


Homo sapiens leukocyte cell-derived chemotaxin 2 (LECT2), mRNA 


0.000001 


3773 


AF122979 \ 


Tridacna maxima 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product , 


0:076; 


'3774; 




Homo sapiens (clone pHK1.5D) CMT1A gene, primer binding site 


5E-39 • 
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v--"' . ; Table 3A Nearest Neighbor (BlastN vs. Genbank) • " • -7 


SEQID 
NO 


" ACCESSN. 


: - ' ' . DESCRIP Ci'V ■ ■;. ■- '•>" 


P VALUE 


: 3775 ; 




nxjlllU ddpIClLd CiHt/itlvov/HiC ^/ d<JHC< x JL/~Z, 1 /01V1Z.J/, CUlItL/iCIC • 


. v. i j 


; 3776 


, /Vr ZD / zzD 


Candidates Carsonella ruddii natural-host Tainarys sordida ATP \ 
synthase alpha subunit (atp A) gene partial cds; ATP synthase gamma 
subunit (atpG) gene, complete cds; and ATP synthase beta subunit 
^dtpLJ ) gene, partial cus - -v.. 


■ \J.\JZ, L t 


3777 .;■ 


U67231 


Human clone HS4.74 Alu-Ya5 sequence 


2E-11 


• 3778 : 


XM_()38985 


riomp sapiens similar to ri x v \j i nt i ii^aj^ rKU i xiiiN jsjaau j / v (ri. 
sapiens) (LOC9 1526), mRNA v ' V • v ; : 


• 0.13 ■ 


3779 




ri.odpieiis uiiiueieutiue repeat puiyiuurpiuoiii e/\t4- - . r ^ , 


n os7 


3780 


/ BC007480 


ivius muscuius, cione iviovv. / -j /vj nvi^ox^.j^^jzz /, iiuvlna, eonipieie 

cds '■'.] ' ■ ■ - ; . " ;: • - • /: ' - : ■ : / ; v - ; 


•0.59 


•3781 ' 


J T/CA ICO 

UOU1 J j 


Human inirnunodeficiency virus type 1 isolate ID4-77, clone 12, from 
u o /v, envelope giyLopiuicui ^cuv^ gciic, pai iiai t<u.o 


0 01 ^ 

U,ylJ,-. 


3782 


A1V1 UjUVOj 


Homo sapiens hypothetical protein DKFZp56401664 •< . v 

\LfJSS^/Lir DO^yJ lOOH-J, lllxvLN/\ 


••• A 


'3783 




Unmn conipne RAP /'Innp DDI 1../IAAT17 ffAm V ^nmnlpff cpnupflpp 


0 0001 


3784 


M17627 . 


Chicken alpha- A-crystallin gene, complete cds and 5' flank : 


0.077 


3785 


; NM 031557 


Kairus norvegieus rros>Ldgiaiiuiii az ^piu5>idcy\jini/byiiiiidbc ^irigib^, ». 
rnRNAV • ■ ' ] \ : ) '' . •' ■ : . - • • ' " ' l\ ■:: ■ ; ' • 


5.8 


3786 • 


Z79647 


B.thayeri mitochondrial 16S rRNA gene 


0.23 


3787, 


AF032386 


jNicotiana taoacum aioose-i-epimerase-iiKe proiein ^vjr.^ui hlkina, 
complete cds. : ' r : .; ■ \ ; 


o.o77 ; 


3788 


X89568 


P. sativum mRNA for HMGI/Y protein 


5.8 


3789 


771 i stn 


v^aenornauciiLis eiegdiib cusiiuu rz.Aniz.-i cuitipicic j>ct{uciivyC 


0 94 

y/.Z^r. 


3790 


AJzJVU /y 


letranymena pymormis partial gC4 gene ior guanyiyi cycidse, lsoiorni 

4 . ■.. . . - ••>•- • ..... ; • ;-■ • ' 


0 70 


3791 


Ar j lUoVU 


Dictyostelium discoideum PcmA (pcmA) and RacE (racE) genes, / 
complete cos, u\iN/\-jrne gene, complete betjuciice, aiiu. uilk.iiuwii gene 




3792 - 


L22300 


Chilo iridescent virus type 6 zinc finger protein and non-histone [ 
chromosomal high mobility group protein homolog genes, complete 

cds • ..; V'' ; * • ' . •' ••' " ' ■'«:■ V • ■ 


• 0.021 


: 3793 


AF 155054 


Rickettsia slovaca protein PS 120 (D) gene, partial cds 


'0.47 


3794 


X59799 


M.musculus S-antigen gene promoter region 


0.2 


3795 


. • AF330221 - 


Oneorhynchus keta clone Oke4 microsatellite sequence • 


0.56 


3796 


XM_043227 


Homo sapiens similar to proteasome (prosome, macropain) 26S. 
subunit, non-ATPase, 13 (H. sapiens) (LOC92 153), mRNA • 


<V 6' 


: 3797 


d 17668 


Clostridium septicum gene for alpha-toxin, complete cds 


0.39 


3798: 


! AF165135 "■■ 


Mycoplasma mycoides mycoides SC strain Afade hypothetical proline 
rich glycoprotein, hypothetical surface-located membrane protein, 
lipoprotein B precursor (lppB), and hypothetical ABC transporter 
protein genes, complete cds; hypothetical ABC transports ! J 1 


• 1:5 ' 
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. Table 3A Nearest Neighbor (BlastN vs. Genbank) v. : 


SEQCP 
NO 


•ACCESSN 


' : •;• descrip : : W- - • 


P VALUE 


3799 


AF3 79892 


Rhagigaster sp. M222.16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product :V.V'V'' 


0.068 


3800 


NM_024379 


Rattiis norvegicus glutamate receptor delta-2 subunit (Grid2), mRNA 


. . 1:5 


3801 


AF364550 


Drosophila melanogaster transposon cruiser, complete sequence 


5.4 , 


3803 


" AJ315160 


Xenopus tropicalis BMP-2 gene for bone morphogenetic protein 2 


0.24 ' 


3804 


.AJ293015 


Pisum sativum loxl :Ps:7 gene for lipoxygenase, exons 1-8 


. 0.079: 


3805 


Z82768 ; 


R.prowazekii genomic DN A fragment (clone A810F) 


. i.5 


3806 


NM_013780 


Mus musculus neuronal PAS domain protein 3 (Npas3), mRNA 


0.72 


3807 


-U56088; ' 


Human periodic tryptophan protein 2 (PWP2) gene, exons 3 to 14 


. 0-25 


3808 


D88987 


Mus musculus Ampd3 gene, exon4 j 


0.18 


3809 


Z72680 


S.cereyisiae chromosome VII reading frame ORF YGL158w \ 


; 0.73 


3810 


Ml 7988 


Spiroplasma vims 4 (Sp V4) replica tive form, complete genome 


"• 5.3 


3811 


XM_039684 


Homo sapiens putative G-protein coupled receptor (SH 1 20), mRNA 


0,17 


3812 


XM_039684 


Homo sapiens putative G-protein coupled receptor (SHI 20),: rnRNA 


; o.i9 


3813 


,- X60735 


S murinus Dq52 gene and immunoglobulin heavy chain S region gene 

loci; ';-"«' ' • "- : --"v ■ - ';■ •; • .• \ y[ : . : . .', . *'i 


1.4 


.3814 


. XM_045862 


Homo sapiens ring finger protein 10 (RNF10), mRNA 


5E-14 


3815 


AB005521 


Homo sapiens ppar gamma gene for peroxisome proliferator activated- 
receptor gamma, exbn 1 1 V; ? : 


1,6 : 


3816 


AF271964 


Bos taurus microsatellite MNB-162 sequence . 


' 0.019 


3817 


AF274307 


Zaocys dhumnades creatine kinase mRNA, complete cds 


6.1 


3818 


BC010716 : 


Mus musculus, clone MGC:6551 1MAGE:265586 1, mRNA, complete 

cds . ' • y--Jy' s - • '" : ". ■- '■• ■ . : •' ' ■ 


5.5 ■ 


3819 


AE004219 


Vibrio cholerae chromosome I, section 127 of 251 of the complete 
chromosome r :, \ - •' ; - • : - • ; 


- •• 5.1 ' 


3820/ 


AB060193 


Macaca fascicularis brain cDN A clone: ^QccE-22277,. full insert 
sequence' ; - ; . 


1,9 K 


.3821 


AY007106 


Homo sapiens clone TCCCIA00427 mRNA sequence. 


3E-45 


. 3822 


.X02801 


Mouse gene for glial fibrillary acidic protein (GFAP) 


0.08 


3824 


AJ234506. 


Hordcum vulgare genomic DN A fragment; clone MWG0561.uni 


•: 2 .1 


3825 


AK019864 


Mus musculus 1 1 days pregnant adult female ovary and uterus cDNA, 
R1KEN full-length enriched library, clone:503 1405K23, full insert 
sequence . . ► ; /•;".\.' t - : 


v' ls 


r 3826 


■ AK023304 ... 


Homo sapiens cDNA FLJ13242 fis, clone OVARC 1000578 


6.5 


3827 


AB062056 


Homo sapiens p53DINPl gene for p53DINPla, p53DINPlb, complete 
cds, alternative splicing. : - ' y V. ..-. r ; : 


: 0.055 


•3828 


AF379858 


Dendrpcerus carpenteri 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product " • .. 


. 0:07 


,3829. 


,-: X05621 


Chirbnomus pallidivittatus BR1 gene for giant secretory protein 


0.077 '. 





. ■ : Table 3A Nearest Neighbor (BlastN vs. Genbank) •'• v ' 


SEQ ID 
NO 


ACCESSN 


'!-:.; : , ; ; descrip •, 


P VALUE 


3830 


AF 108841 


Homo sapiens human endogenous retrovirus HERV-H10 pol protein 
(pol) gene, partial cds; env pseudogene and 3 1 1 TR, complete ; 
sequence" •; ' ; - -'• ■■ ' /.;•'•'.*" 'V*- ' "• ■ ■'■ y- 


0.009 


3831. 


AF309O30 


Ixodes scapularis haplotype SSCP NC2 29 16S ribosomal RNA gene, 
partial sequence; mitochondrial gene for mitochondrial product 


0:21 . 


3832 


AF268055 


Candidates Carsonellaruddii natural-host Glycaspis brimblecombei ? 
RNA not vrnera^p beta subii nit frooR} and RNA nolvmerase heta-nrime 
subunit (rpoC) genes, partial cds > : ' ■> .. 


0.0007 


3833 


AY021307 


Orv7a sativa mirrosatellite MRG3632 containing fTA^X23 eenomic 
sequence • . ^ : V . v. • •' '." . • 


0.009 


•3834 


XM 034551 


Homo sanien*; dnal-snecifieitv tvrosine-fYVnhosnhorvlation remilated 
kinase 4 (DYRK4), mRNA ; ^ - - T 


0.00003 


3835 


AK001647 


Homo sapiens cDNA FLJ 10785 lis, clone NT2RP4000457, weakly : 
similar to UBIOUITIN CARBOXYL-TCRMINAL HYDROLASE 15 

(ec 3 1.2.15) .■*"-'' . .'. vv;.-.' — • • 


0 


.3836 


YU 043492 


Homo saoiens 42259YKIAA1728) mRNA - 


5E-19 


3837 


U22345 


Human chromosome 2()ql2 locus-specific repeat 


0.003 


3838 


J05535 


Bovine vascular smooth muscle connexin43 mRNA, complete cds . 


' 0.18 


3839 


AF290221 


Cucumis sativus clone B80F mitochondrial genomic sequence 


0.065 


3840 ; 


NM_010059 


Mus museums disrupted meiotic cDNA 1 homolog (Dmclh), mRNA 


, 5,3 - ' 


3841 


NMJ) 17681 


Homo sapiens hypothetical protein FLJ20130 (FLJ20130), mRNA v 


'. ' 2 ' 


3842 


AR0021 14 


Ureaplasma urealyticiim section . 15 of 59 of the complete genome -y 


v l V' : 'i.9'";.. : '. 


3843 


AK022372 


Homo sapiens cDNA FLJ123 10 fis, clone MAMMA 100 1970 


0.019 


3844 


T 133633 ; 


Rice rapped stunt virus minor structural orotein eerie comolete cds ■ 

J.vlwv L Cl.t-y £^wVX O L IX A 1 L V,ll UJ fill axy/a JLlU^luuii piuLvi" uviiv ? wv*"j/xwiv v>*w 


0.21 


3845 


AB062993 


Macaca fascicularis brain cDNA clone:QmoA-l0825, full insert ;■•> 
cpnnence * P '*' '."'*. 


4E-40 


3846 


AJ251485 


rrnrilla Gorilla nartial lmn7 eerie for larcc multifunctional Drotease 7 
exon 7 and tap2 gene for antigen peptide transporter 2, exons 1-6 . 


0.71- 


3847 


AP000145 


TTotyia QnnifnQ (ypnnrhir F)NA ohromosome 1 1 o21 2 LL.56-APP 
region, clone B2291C14-R44F3; segment 10/10, complete sequence 


0.68 


'3848 • 


XM 046052 


Homo sapiens similar to ribosomal protein S3A (H. sapiens) ; 
(I.OC65465), mRNA ' V . '['It^-^^y-- V •/ "'* : - " r f : ' 


.0.017 


3849. 


XM_0 12036 


Homo sapiens potassium inwardly-rectifying channel, subfamily J, ; 
member 5 (KCNJ5), mRNA ; ' ~ ' " • .' ■ • V ' 


■ ' 5' ' " 


3.850 


AB035883* 


Pseudoregma bambucicola mitochondrial genes for small subunit , : ; 
rRNA, tRNA-Val, large subunit rRNA, partial and complete , i 
sequences, country :Taiwan:Sun Moon Lake • - r ' ; ■ : 


0.077 


J 3851 


AB037688 


Xenopus laevis Xptch-2 mRNA for patched-2, complete cds 


1.8 
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?. Table 3 A Nearest Neighbor (BlastN vs. Genbank) .'■ 


SEQ ID 
NO 


ACCESSN " 


' -. ■ 'm descrip- ' >• •': . ■■'■y-. 


P VALUE " 


3852 


AB041264 


Mus musculus pseudogene for GTP-binding protein beta} subunit , 


. 0.53. 


3853 


AF288170 


Plasmodium falciparum isolate MM cytoadherence linked asexual 
protein (clag9) mRNA, partial cds'V y '- V "'v ■"■ ' ; i "V" v"-. : . r 


r 0.083 ' 


3854 


AF304321 


t^eospo.ra caninum RNA polymerase Gl (rpoCl) gene, partial '.-;••» ; .> 
sequence, plastid gene for plastid product ; 1 . v : 


; 0:002 


3855 


AF133181 


Pezi'/a varia 18S ribosomal RNA gene, and internal transcribed spacer 
1 /partial sequence • --"V.- « .^•>A- ;V r , . : ?^:' ; .-.s ;> : . . 


: : : 2A y 


,3856 


NM 012694 


Rattus norvegicus Solute carrier family 6 (neurotransmitter ; 
transporter, dopamine), member 3 (Slc6a3), mRNA ., 


. ,.0.56 


'3857 


KM 030261 


Mus musculus hypothetical protein MGC7182 (MGC7 182), mRNA 


6E:-36: 


3858 


'AF231i64 


Pseudosymblepharis schimperiana tRNA-Leu, partial sequence; trnL- 
trnF intcrgenic spacer, complete sequence; and tRNA-Phe, partial 
sequence; chloroplast genes for chloroplast products • • • 


. 0.059 . 


3859 


: Z36070 


S.cerevisiae chromosome II reading frame ORF YBR201w . 


0.064;, 


3860 


Z24279 V 


H. sapiens (D1S489) DNA segment containing (CA) repeat; clone 
AFM309ve9; single read ]: \r-. • ; ■£ • > ; ; ; • . 


0 2 


3861 


XMj)36937 


Homo sapiens KI A A 1 020 protein (KIAA1020), mRNA 


2:1 r ; ; : 


3862 


AB033019 '■ 


Homo sapiens mRNA for KIAA1 193 protein, partial cds 


1.6 


-3864 


XM 030075 


Homo sapiens hypothetical protein £>KFZp434D05 13 >, 
(DKFZp43 4D05 13), rriRN A . v ^ - 


2E-74 • . 


"3865 


NM 023979 


Rattus norvegicus apoptotic proteose activating factor I (Apart), 
mRNA v. ,' • y-"V-' • " ' '•• 


0.59 ^ 


, 3866 


U50715 ■•■/; 


Mus musculus alpha-galactosidase A gene, complete cds 


0.008 


3867 


AFQ78780 


Caenorhabditis elegans cosinid C04F2 . v 


' 1:7 


3869 


L07305 >.;'; 


Histoplasma capsulatum (clone pMS3) H-ATPase gene, complete cds 


: 0.46 :y 


3870 


: XM 035796 


Homo sapiens hypothetical gene supported by AF001893; AH005586 
(LOC91063), inRNA ' : ~ : ^ : / " : ' : v' 


1.7 


3871 


NM j)25788 


Mus musculus RIKEN cDNA 49305 1 IN 13 gene (49305 1 IN 1 3Rik), 
mRNA ' ;V • ■ - i ; . -^'■■■J ; ; : /•V \ ' ' ■ ' i ■ - ■ ' 


5.4'.:' V 


3872 


AF339787 


Homo sapiens clone IMAGE : 205688, . mRNA sequence 


v 2 


•3873 • 


AF028784 


Rattus norvegicus glial fibrillary, acidic proteins alpha and delta ;• 
(GFAP) gene, alternatively spliced products, complete cds : 


0.005 


.3874 


AF328904 


Mus musculus lysyl-tRN A synthetase (Kars) gene, exon 14, complete 
cds; adenosine deaminase tRNA-specific 1 (Adatl) gene, exons EA, 1 
and partial cds ^ • ^- s^: J • • -V 


0.22 


3875 


AF033647 


Rhytidiadelphus triquetrus 23 S ribosomal RNA gene, partial. /.re- 
sequence; internal transcribed spacer 2, 4 ribosomal RNA gene,. 
internal transcribed spacer 3, and 5S ribosomal RNA gene, complete " 
sequence, chloroplast genes for chlbroplast RN As 




3876 


BC006035- 


Mus musculus, clone IMAGE: 3492938, mRNA, partial cds 


5.6 


3877; 


AF3 11856 


Homo sapiens spectrin beta IV (SPTBN3) mRNA, complete cds, • > 
alternatively spliced 


/; 0;5 


3878 


AB041327 • 


Anguilla japonica GnRH receptor. mRNA for gonadotropin-releasing 
hormone receptor, complete cds ;: \ ; 


• 0.24 





7 ; . Tabic 3 A Nearest Neighbor (BlastN vs: Genbank) 


SEQID 
NO 


ACCESSN,. 


•; ; '■ ; „-. v *,.\-.\) y c '' J- '•}; :■' .. - •-' ; ■> 
,. \'] ■ " v':-V.' ■ ■ /■ DESCRIP •; : -\ ■-<'""" ;; - . - ; y 


P VALUE 


3879 


, AF220175 


Homo sapiens acid ceramidase (AS AH) gene, exons 5 through 14, and 
complete cds . ' -X • •.^/•v-v"';' > ' : '. i-'l:-^ ■ \ : - 


0 0009 


3880 


X89398 


H.sapiens ung gene for uracil DNA-glycosylase 


,0.002 


•3881 " 


; ' 1 140 17 • 


Staphylococcus aureus metWcillin-resistarice protein (mecR) gene and 
unknown ORF, complete cds O f/ " S — 


: 0.56 V 


3882 


. M97008 


Xenopus laevis/gilli hybrid IgM chain gene, clone LG7Gmu 


0.007 


3883 


Z78414 


Caenorhabditis elegans cosmid W09D12, complete sequence ; t 


0.63 


3884 


AL5 12549 • 


S:pornbe chromosome I BAC,pB2B4 ' 


1 1.9 •• • >, 


3885 


■AB030616 


Mus musculus Chetk-alpha gene for choline/ethanolamine kinase- . 
alpha, exon 1 and 5 '-flanking region 


J 64 


3886; 


AF069535 


Bradypus tridactylus 16S ribosomal RNA gene, mitochondrial gene , 
for mitochondrial RNA, complete sequence 


v ;; 'i:'5.> ( ': : 


3887 


' AK023304 


Homo sapiens cDNA FLJ13242 fis, clone OVARC1000578 


;• 0.056 


3888 


AB039756' 


Brassica rapa SP11-32 mRNA for S locus protein 11-32, partial cds, 
strain:S32(50-llt) V : ; ^ ^ V 


19 


- 3889 


AL512405 : 


Human DNA sequence from clone RP1 1 -3 70N21 on chromosome 6, 
complete sequence [Homo sapiens] J : '' : r'r' ! ■■ 


v .1.6 ; : 


3890 


AF147813 


Protrama radicis elongation factor I alpha gene, partial cds 


0.18 


,3891: 


XM 046967 


Homo sapiens region containing variable charge protein on X with * 
eight repeats; variable charge protein on X with two repeats; variable 
charge, X chromosome (LOC92738), mRNA /T \ ' ? 


0.21 ' 


3892 


XM_Q37664 


Homo sapiens hypothetical protein MGC4090 (MGC4090), mRNA' 


'• 1.5' '/ : 


3893* 


;AJ296142 , 


Silene foetida partial rpb2 gene for RNA polymerase II, exons 23 and 

24- ■■ ". \ • '' • 5 • •:. : . ; ?" \. • ,. V ; .? , ' 


0:16 - 


3894 


: AF360340 


Arabidopsis thaliana putative pectinesterase (K19EL17/AT5g53370) 
mRNA, complete cds v \'v' ' 


; : ;.' 2.7 


3895 


AF327975 


Hentzia palmarum 16S ribospmal RNA, partial sequence; : 
mitochondrial gene for mitochondrial product 


'055 


3896 


Z15140 


L.esculentum mRNA for chitinase •', . . ^ 


.2.1 


3897 


: .;U57326 : : 


Chlamydomonas reinhardtii chloroplast complete Eco 10 fragment, 
rpoC2 gene, partial cds ' : : ':• '\ '". ■ 


0.001 


3898 


AK024908 


Homo sapiens cDNA: FLJ21255 fis, clone COLO 1321 


0.003 


3899 


NC 002087 


Plasmid pRL765, complete sequence 


. 0.62 


3900 


AF063220 


Papaya ringspot virus isolate P polyprotein gene, partial cds 


0.25 • 


' 3 901 


• AE002173 - 


Chlamydophila pneumoniae AR3 9, section 9 of 94 of the complete 
genome h: ■■ '■•)■:,::*■- '■■ ■ ' • • v r -'- : v " . 


0^25. 


3902 


BC001I52 ' 


Homo sapiens, growth arrest-specific 7, clone MGC:1347 
rMAGE:3353809, mRNA, complete cds ; 


• 5.9 


■3903 


ABO 11800 


Agrobacterium tumefaciens plasmid pRiA4 gene, virB operon r. 


5.4- 


3904 


BCO 10389 


Homo sapiens, clone MGC: 13615 IMAGE : 4283 81 4, mRNA, 
complete cds .[ .•• '' 'r - ' v ; / ' 


; 0.084 :/; 


3905 


AIW1779 , 


Oncorhynchus mykiss non-classical MHC class I antigen (Ortmy- 
UAA) gene, Omny-UA A*0 10 1 allele, complete cds 


2.3 .. • 


: 3906 v 


' AF222716 ' 


Plasmodium falciparum clone 3D7 unconventional myosin PfM-B 
gene, complete cds ■ •. ■-■ 







' : ; : " : Table 3A Nearest Neighbor (BlastN vs. Genbank) P C 


SEQ ID 
NO 


. ACGESSN 


V; : •' • V : . •; : DESCRIP : ; : 


P VALUE 


3907 


.Z48951 


Sxerevisiae chromosome XVI cosmid 9723 . 


" 2.5 


. 3908 


XM_040326 


Homo sapiens absent in melanoma 1 (AIM 1 ), mRN A 


0.056 


3909 


AF271964 


Bps taurus microsatellite MNB-162 sequence ./ 0 


0.019 


3910 ; 


BG003261 V 


Mns rrmsciihis serine/threonine kinase S Hone MTtP'SRO^ 
IMAGE : 3 501 444 , mRN A, complete cds . ; V • / ; f -">. 


0 t 056 


3911 , 


AJO 11641 


Arabidopsis thaliana (ecotype Columbia) spl8 gene, exons 1-3 


1:7: 


3912 


AK000864 ' 


Homo sapiens cDNA FLJ 10002 fis, clone HEMB A 1000046 


0 53 


3913 


XMJH5747 


Homo sapiens midline 1 (Opit/TBBB syndrome) (ME) 1), mRN A 


2E-33 


; 3914 


> AF269581 


Stanhvlococcns enidermidis strain SRI clone sten 101 1 q07 ppnnmir 
sequence ■ '• • " .• •" : :' V;: 'V "* '• '•' 


0.057 


3915 


XM 042333 


Homo sapiens casein kinase 2, beta polypeptide (CSNK2B), mRNA 1 


■ 1 9 


3916 


AF269810 : 


Staphylococcus epidermidis strain SRI clone step. 1 023 h06 genomic 
sequence' ' • ..' -\ - - ^ ;•• .' •;; " .,, • 


0.022 ';• 


3917 


AJ404228 


Saccharomyces douglasii mitochondrial tRNA gene cluster 


0.21 


' 3918 


XM_027223. 


Homo sapiens hypothetical gene supported by AK021954 

(LOC899 16), mRNA - - ; y , - ; 4 V - ' : ■ i i ] : ; l • . : : 


0.61 


3919 


AJO 11 641 


Arabidopsis thaliana (ecotype Columbia) spl8 gene, exons 1-3 


- ' ; 2- 


3920 


.'AF020725 


Gallus eallus nnoccunied integration site for. endogenous AT^V-tvne 
retroviral element ev-B2 .,■ :--p-:' 


" •■ 2 - - 


3921 ; 


AL 1 57825 V 


Human DMA seGiience from clone RPf f-518G2l on chromosome ■ 
Xq 1 3 . 2 -2 1 . 1 5 complete sequence [Homo sapiens] 


1:2 


3922 


AF203676 


Myotis myotis microsatellite H23 sequence 


0.2 


3923 


XVI 010734 


Homo sapiens smg GDS-ASSOCIATED PROTEIN (Kifap3), mRNA 


0.66 


3924: 


: AF056048 


HefproHpra plvcine^ 4-pndoPiiic?in;i<;c-3 nrpcnr^or (ct\q^\ pptip 

XlV^Lt/lVJVX^lo. gljrv-HU^O Ul/lCl taiVJ.VJ£31U^£ULlClOt» J |J1 ui avji ^Wll^ J ^ ^V_H^/, 

promoter and complete cds . . : r 


0.026 


.3925 


XM 042676 


Homo sapiens hypothetical protein MGC46 18 (MGC4618), mRNA 


' 2.2. 


3926/ 


AL359750 ■ 


HumjiTi DMA <jenuenr*f from clonp PP1 1-74-A 10 on chromnQome 13 

complete sequence [Homo sapiens] 


0.024 


.3927 


NM 019054 


Homo sapiens hypothetical protein MGC5 560 (MGC5560), mRNA 


2E-31 


3928 


AL023845 


Caenorhabditis elegans cosmid Y51B9A, complete sequence 


0.25 


.3929 


BC001781 


Homo ^aniens ribo^omal nrotein L44 clone MGCV2064- 
IMAGE:3353669 7 mRNA 7 complete cds 


7E-43 ' 


3930 


AK004553 


Mus musculus adult male lung cDNA, RIKEN full-length enriched , 
library; clone: 1200002O22, full insert sequence 


0 51 


.3932 


X17339 


Dengue-2 virus NS 1 gene for nonstructural protein (patient M2) 


0.23 


3933 


AE004278 


Vibrio cholerae chromosome I, section 186 of 251 of the complete 
chromosome v . 


: 035 


3934 


; U41064 


Drosophila mclanogaster putative extracellular ligand trunk gene, 
complete cds • : ^ - . 0 ^ '" 


. 0.53 


"3935 


AF005900 


Homo sapiens alpha2B-adrenergic receptor (alpha2C2 AR) gene, • 
complete cds . : ; • - • -v / ••' - ' " • '.• ^: 


.5.2 


3936 


AK024599 


Homo sapiens cDN A: FLJ20946 fi s, clone AD SE0 1819 


5 



359 





'*Kv^ Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQ ID 
NO 


ACCESSN 


v.-.- - " DESCRIP ; :<:-/X^\y ' 


P VALUE 


; 3937. 


K00489 


human enkephalin gene, intron c (3' end) and 3* flank 


0.24 


3938 


. U92545 


Gallus gallus tubby-like protein (TULP1) mRNA, complete cds ! 


1.8 


.3939 


r Z69363 


Human DNA seonence from cosmid 1..60G9R Huntingdon's Diseasp 
Region, chromosome 4pl6.3 contains ESTs v \ 


: 0.55 


3941 


; ; U82516 > 


T^ictvostplinm Hiscoidenm random <:1ii o - cON A 99 nrntein frsc9 9 Y 

mRNA, complete cds • y . - \ - 


L8 : : ' 


3942 


NM 096077- 


k^iic miKriihis RfKFN rDNA 31 10040N1 1 pptip HI 10040N1 lRik"! 
mRNA • : >' : .-• ■ - V ■■■ > ; , y 


e-107 


3943 


'•• ' •:: 

AF241235, 


ITLU1UU bcipiCIlb INd TjiVT-AirdbC gdllUllex-aUUUlLll \rs±ll-'jL) gCIlC, 

altprnativelv snliced isoforms 1 and 9 exons 1 thronph 6*anH 

complete cds v -/ : . \ - • ■ ' , • v 


0.00002 


3944 


M38180 


Miiman ^-hpta-hvdrow^tproid dphvdropena^p/dpIta-S-dplta-4- 

i in nil in j unci iiyui \j*\y oLVx i vji u v-i^hj^lxiv^^^iiciov^/ lj^ii<i —> uvi iti ~ 

i^omerasp /3-hpfa-HSO^ eene comnlete cds * 


.0.64 


3945 


A T775020 


Homo sapiens partial FAH gene for fumarylacatoacetate hydrolase, 
intron 10 >: > ■' ' ■' - ■ ' ■ v. 


0:71 


3946 


AB042198; 


Mus musculus mac25 gene promoter and exon 1, partial cds 


, 1.9 


4947- 


AF082520 


Cryptosporidium parvum Hsp60 gene, partial cds . * - 


0.68 


3948 


748051 


H. sapiens gene for myelin oligodendrocyte glycoprotein (MOG) ; 


0.71 


3949 


AF269768 


^tanhvlnrnrriK pnidermidis strain clone stpn 1023h09 ^enoimic 

cpniiPnCe' ' -'-*> ■ ■ - ' - • ' •: •• •' " ; • - ; "" r' 


0.59 


3950 


AK022181 


Homo sapiens cDNA FLJ12 119 fis, clone MAMMA 1000092 


0.62 . - 


3951 


AF1 86889 


Chiosvnp ianais 1 6S ribosomalRNA ffene Dartial seouence' 
mitochondrial piene for mitochondrial brodnct - ' 


0.056 


3952 


AB026544 


Hvoscvamns niffer trl eene for troninone reductase-! comnlete cds 


0.17 


3954 


M^ 9.666 


Homo saniens 1TOB1 eene intron 1 oartial seauence 


■ 2 


3955 


779888 


Si cerevisiae chromosome VTT readine frame ORF YGR103w ' »• 


0.009 


3956 




TTomo Qanipns trpnp fnr pasoasp-10 exon 1 1 and comnlete cds 


0.001 


3958 


! AF148987 


Legionella fallonii macrophage infectivity potentiator (mip) gene, 
partial cds • , • r- ;. ' - : ■': 


0.075 


3959 


AFIS9V7V 


OaUiis pallns structural mnscle orotein titin mRNA oartial cds 


1.2 


3960 


U34931 - 


Ayfvmnl^cmsi 'nnlm'onis Ft«;7 0^*1.7} <ypnp comnlctPcHs mpthionvl- 

tRNA synthetase (metG) gene, partial cds 


0.21 


3961 


AF079439 


Rattns norvPMcns zinc-finppr nrotpin-^7 mRNA comnlete cds 


0.58 


3962 


. AF079877 . 


Mus musculus cyclin G2 (Ccng2) gene, complete cds : 


0.049 


3963 


X87947 


S cerevisiae A1.G2 ^ene / . 


0.024 • 


•:.V : 

.3964 


BC004730 


Mus musculus, proteasome (prosome, macropain) subunit, beta type 
10; clone MGC: 5837 IMAGE:3583052, mRNA, complete cds ■ • 


: 6.8 


3965 


BC010610 


Homo sapiens, clone IMAGE: 42 145 15,. mRNA, partial cds 


2E-11 


: 3966 


AK012050' 


Mus musculus 10 days embryo cDNA, RIKEN full-length enriched, 
library, clone:2610319A01, full insert sequence 


e-144 ; 


. '3967 


BC000240 : 


Homo sapiens, chromosome 4 open reading frame 1 , clone •.• 
IMAGE:3352004,' mRNA v > / . ^ ' // ■ \ 


1.9 : 


3969 t 


. AE007346 


Streptococcus pneumoniae section 29 of 194 of the complete genome 


•" :v ;4.4' : "'' 



360 





Table 3A Nearest Neighbor (BlastN vs. Genbank) : > 


SEQ ID 
NO 


ACCESSN : 


,. \ '■ :y^y[ v & : ' -' V V;*' DESCftrP '■ ' ^- ^ '^A • ; .< 


P VALUE 


3970 


AK021969 ;V 


Homo sapiens cDNA FLJ1 1907 fis, clone HEMBB 1000059 


0.005 


^ 3971 


U05765- 


Human annexin V (ANX5) gene, exon 7 : ; .-. 


4.9 


■ 3972 


S68117 ^ 


rPLP-A~prolactin-like protein A { 5' region, exoii 1, intron 1} [rats, 
Genomic, 1187 nt] f ; >; ' i B [ . : ' ; V-'' [' v.-/ ■ . - 


6:11 


3973 


AL358852 - 


Human DNA sequence from clone RP 1 -3 17N9 on chromosome 6, 
complete sequence [Homo sapiens] : : . • -.■ 


0.18 : 


3974 


M26221 


African green monkey origin of replication (ORS 8) region 


0.01 


3975 


^22064 ./ 


Mouse MHC class I lsyi-2 -a gene encoding lyt-2. 1 T-cell surface ; ; 
alloantigen, complete cds ? t ^ • ••; : '-■ ' : ; * 


" 0 71 


3976 


AY039917 


Arabidppsis thaliaha putative wall-associated kinase 1 (F16F4.6) 
mRNA, complete cds ' " \ . v V ■ > - : \ 


3.5 % 


■3977 


; { U67488 " 


Methanococcus jannaschii section 30 of 150 of the complete genome 


0.021 


; 3979 


XM_()27089 


Homo sapiens N-acetylated alpha-linked acidic dipeptidase 2 
(NAALAD2); mRNA V: • % '■ ; 1 • ' 


1E-09 


3980 


AF062751 


Manduca sexta soluble guahylyl cyclase beta-1 subunit mRNA, 
complete cds > y '■' '• 


; 0.53 


3981 


AP000214 


Home sapiens genomic DNA, chromosome 21q22.1, D21S226-AML 
region^ clone f43D 11-11 9B8, segment 1 2/12, complete sequence 


0.0003 


3982 


AF360278- 


Arabidopsis thaliana putative MLH1 protein (AT4g09 140) mRNA, . 
complete cds '.' > •' c ' : v • - • > 


0.0001 


3983 


: AF187968 


2 Homo sapiens concentrative nucleoside transporter (CNT1) gene, 
exon 2. ■ : -^-' ;V: -..: -- : . '•}':'■/ • " -.- y.- 1 : . 


0.085 


3984 


AY032741 


Drosonhila melanoeaster H M S Beai?1e transnoson lonp terminal 
repeat* complete sequence; and heat shock protein Hsp70Ab gene,. *■ 
promoter and partial cds ; - ' /<• 


; o;6 ' 


3985 


NM 008697 


Mus museums ninein (Nin), mRNA ~\ 


• - •■ 4 : 


3986 


AB055369 


Macaca fascicularis brain cDNA, clone:QflA-12661 


0 


3987 


XI 5999 


Kluyveromyces lactis mitochondrial tRNA-Val, GOII and COI 
(partial) " • '-^ , ' \ .•' " -/•"'. :, V; • '• ' 


: 0.023 


3988 


AC008855 


Homo sapiens chromosome 5 clone CTD-2 1 78M23, complete ; 

sequence,'. ''*•'. .-■ "-' /J-y .' : y ; " - . 


0.56 


3989 


X79482 


Lpunctatus Immunoglobulin mu heavy chain gene 


0.00007 


3990 


AF051289 


Dalbulus charlesi NADH dehydrogenase subunit 1 gene,- 
mitochondrial gene encoding mitochondrial protein, complete cds 


; - 0.072 


3991 


BC004382 


Homo sapiens, clone IMAGE: 3 640982, mRNA, partial cds " - • . 


. e-147. 


3992 


XM_041432 


Homo sapiens hypothetical gene. supported by AL I I 7603 
(LOC91908), mRNA v ; . " . V : ' " ; ? 


i>. v L-3 ' : -/ 


3993 


MM_027142 


Mus musculus RQCEN cDNA 23 10012P17 gene (2310012P17Rik), : 

mRNA '' C •. ! "' -. : ' : ;: . ' • : Th-r ' 


'6.027 - 


3994 


;AB022673; . 


Oryza satiya rpll2-l gene for chloroplast ribosomal protein LI 2; ■ 
complete cds . . •- -.. : : " ''' 


• 0:69 : - 


3995 


AB009987 ; 


Bombyx mori nuclear polyhedrosis virus gene for putative DNA- • ; : ; 
directed RNA polymerase component lef8, complete cds f ; "- ; 


, 0^2 1 


3996 


NM_000144 


Homo sapiens Friedreich ataxia (FRD A), mRNA ; v \ 


.0:008 , 



36T 





; ~ C Table 3 A Nearest Neighbor (BlastN vs. Genbank) ; .> 


SEQID 

• NO 


ACCESSN 


^ ; DESCRIP > : '-r-:-y- ;-'^ ■./■'^ 


P VALUE 


3997 


XM_002395 


Homo sapiens LBP protein; likely ortholog of mouse CRTR-1 (LBP- 

9), mRNA : ; ., : ■' ".■ C 


; 0.58 


3998 ; 


AFQ56532 ' ; 


Brassica napiis cultivar Darmor AP3 1 gene, AP3 1-DN allele, partial 

cds -V • v :/ • : ; , ; :-" ; '-v ': .: " • : . : v " ' ■ \\- \ : : ' 




3999 


v Z72888 


S.cerevisiae chromosome VII reading frame ORF YGR103w 


0.008 


4000 


AL5i2660 


Human DNA sequence from clone RP 11-35 3M9 on chromosome 10, 
complete sequence [Homo sapiens] ■'^•'\ • ■ 


5:3' -v- 


4001 


V *-. TV* ' ' ' *- ":. 

■AF190131 " 


Cloning vector pVO205 hygromycin-B-phosphotransferase (hph) 
gene, complete cds - : " ' : - ' y"'V- 


: 17 ■ 


4002 


AJ 132557 


Oryctolagus cuniculus CYP19 gene, ovarian promoter region t . 


0.069 


4003 


AB001901 


Homo sapiens PACE4 gene, exon 4-7 , 


4 : , 


•4004 


AE006784 


Sulfolobus sol fataricus section 143 of 272 of the complete genome . 


0.19 ' 


4005 


XM_049237 


Homo sapiens KIAA0841 protein (KIAA0841), mRN A 


1.7 


4006 . 


-AF107676 


Aedes aegypti clone 416 Feilai family of SINES . r 


0.54 


4007 


AB053857' 


TT virus gene for ORF 1, partial cds, clone:Pd-10-3 ; \;;;F-" : - 


0.24 v 


4008 


: AC078798 


Homo sapiens 3 BAG PAC-56F1 1 (Roswell Park Cancer. Institute r 
Human B AC Library) complete sequence * " ; : ? •/ 


■". 5 r • 


4009 


NMJ)26040 


Mus musculus RIKEN cDNA 281 0036K01 gene (281 0036K01Rik), 

mRN A .' .'' : M \.Ky/ • : ' ■ ■ ' :'■■}.■ y ' v.'V 


2E-33 


4011 


XM_027300. 


Homo sapiens DKFZP434K1 1 4 protein (DKFZP434K 1 14), mRN A • ■ 


4E-08 


4012 


AY021973 : 


Orv7a sativa micro^arellite MRG4298 containing (TA^X'104 clo^e^t - 
to marker S 10620, genomic sequence ' ' •; • 


: 0.0009 


4013 


AB003097 


Fririrflv strain p90 mitochondrial ONA A+T-rich' region nartial 

X' 1 U-itil J iJt-1 C*1H t-y v M.M.M-M. li/VlivliUi IcU - J-^l ^ Z. Z^ 1 ' X i J.l^J.1 1 vgll/Zi^ L/Cll.llCJl • 

sequence ! . , .; . . •; : '•' • 


0.000003 


4014 


AJ000682 


Bos taurus PPARG gene, intron 1, 5' < ' • 


b.i 


4015 


. AE001504 


Helicobacter pylori, strain J99 section 65 of 132 of the complete ; 
genome V / ■ '.-'V»' J ." * 


0.64 


4016 


NM 031442 


Homo sapiens hypothetical protein DKFZp761J17121 : 
(DKFZP76 1 J 1 7 1 2 1 ), mRN A - • v. V-:"-- '^' T; '.' ; - 


0.007 


4017 


010698 


Rattus norvegicus liver microsomal carboxylesterase mRN A, complete 

cds ' : •• • ^- \ ': ■■ ' •• - ' ". "" • - : • - • ••• y J: . . 


* 0.21 


4018- 


AF009255 


Homo sapiens putative chloride channel gene (CLCN6), exons 14, 15, 

16, and 17 > ^ > v ' .^'.7- 


: L7 ; 7 


4019 


NM 010657 


Mus musculus kappa B and Rss recognition component (Krc), mRNA 


0.17- 


4020 


AY021100* 


Oryza saliva microsatellite MRG3 425 containing (TA)X19, closest to 
marker L246, genomic sequence r : : ~ y 


;-.y4:7--' : ; 


4021 


•U43092 


Rattus norvegicus surfactant protein- A (SP- A) gene, complete cds ' 


0.9 


4022 


XNT050127 


Homo sapiens oligophrenin 1 (OPHN1), mRNA . / 1 .. 


0.64 ; 


4023 


AE005576 ' 


Escherichia cpli 0157.H7 EDL933 genome, contig 3 of 3, section. 195 

of 290- : ? : ; • ; v -<':-/' ;;' \ ■ 


: 0.45 : 


4024 


AF288693 


Mus musculus Ubell (Ubell) gene, partial cds 


0:0008 


4025 


: AF203748 


Taphozous sp. Brcal (Brcal ) gene, partial cds ! - 


> 5.6 ■ 
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rV ' ''■ • :> ' Table 3A Nearest Neighbor (BiastN vs. Genbank) V-';' 


SEQ ID 
NO 


ACCESSN 


' ;;v\\ •• descrip v : 


P VALUE 


4026 


AF 179234 


Homo sapiens short-chain dehydrogenase/reductase 1 (SDR1) gene, 
exon T ' ' r \-': ■ ■ -* • ■ ' .• — . V.'.r >: . •• 


0.56 


4027 


AF163735 


Ulicium parviflorum internal transcribed spacer 1, 5.8S ribosomal 
RNA gene, and internal transcribed spacer 2, complete sequence \, 


. 0.62 •.. 


4028 


NM_026233 


Mii9 mnscnhis RTKFN cDNA 4933434170 pene r4933434T70Pilc^ 

1VXUO ILLlXol/UXllo 1\J_XV1_< 1 ~ 1 a\ 77JJtJt1Lv £>^/llt^ ^ J J ^ J^X^V/XvLft.^, • 

mRNA : • v. _ : ■ ..- ' : 


"' 6 : 5 


4029 


Ar 031426 


Human DN A sequence from clone CT A- 1 9 ID 1 2 on chromosome 
22ql3.1 Contains two exons of the APOL2 gene for apolipoprotein L 
9 RSTs and CtS>S<? comnlete sennence THottio saniensl •' 


0 000001 


4030 


XM_i008148 


Homo ^anipnQ mvploirl/lvmnhoid or miYefl-linpape Ipiilcpmia ftrithorax 

xxajxixu ocijji^iio iiiy t/HJiu/ ijr iiijjiiuiu vji » > ' iw^vx iixiv^a^y l^/ixiv^nixci ^li iliiuicia. 

(Drosophila) homolog); translocated to, 6 (MLLT6), mRNA ; : '' : -^>.:[ 


-0:63 


4031 


AF007904 


Phaetonipms varionedariis hi^fone H4 and histone H2A pene<? •.' 
complete cds «"•-•"• .* . : ' 


,0.009:; 


4032 


XM_051353 


T-Tomo ^anipn^ C-rvne (calcium d^nendent carhohvdrate-recopnition : 
domain) lectin, superfamily member 5 (CLECSF5), mRNA 


0.69 


4033 


U88154;; 


Homo «?5intpn<; nrolinf* and iylntamip acid rich nnclpar nrnlein i^ofonri 

mRNA, partial cds — - ^ ^ / 7 • - - • 


0.074 


4034 


. AC023838 


Arahirlon^iQ thaliana chromo<;omp TTT 'TM A/TTA/t70 p^pnoimic •sennpncp 
complete sequence k ; ;V Lt - ; 


0.2 


4035 


' XI 5894 • 


Sinan<;i«; alba cah-1 2ene for chloronhvll a/b-bindinff Dolvoeotide 


0.1 


4036 


V'X54742 •; ■• 


Mir*otiQnfi nliirriKiiO'iTiifol iii ^» l-trliif'SittiiQP optip for a'vaciiOiar- 

isoform : . - v ', '.-/ -.r "• •■' 


• '. ' 1.8 


4037 


NM_017590 


(DKFZp434K0920), mRNA : .v ' V' : : ^-V' 


! 0.13 


4038 


: U92482 


T-i'miiic r'Qf^Qlliic int^rlpulri n»1 rpr^ntni" Qntncrnriict ri-<nTT" -1 R mTi T\I A 

complete cds . ■ ' : ' V . v 


0.38 


4039 


• U47540 • 


A cr^^rtrilliic tiiHiilQtic nitrr^OfP>n rpmil^itOTV nTTYtpin ^t^HTiAi PPT1P 
/\5>pCl^lllLlb lLlLlU-ltxllo lLlUUgCll IC^UlclLUljf piVJLt^lll ^IclXlLfv J gyiiw, 

complete cds .. v • > . 


0.18 


4040 


AK001076 


Homo ^aniens cDNA FLJ10214 fis clone HEMB A 1006530 


0.0000009 


4041 


AC007049 

r v \J\J Zs\jt s 


Homo, sapiens Chromosome 22q 11 .2 Cpsniid Clone 107d7 In BCRL2- 
(^CtT Rppiori comnlete seonence • 1 


1.3 


4042 


' • " U55243 


Dictyostelium discoideum glycefaldehyde-3 -phosphate dehydrogenase 
mAPDlTi eene nartial cds : t • • ; 


0.23 


4043 


•Z16701 


H <;anipn<;Yni S7 1 8VDNA sepment containinp rC AYreneat" clone 
AFM157xe7; single read '■' •■ - . • V V 


0:002 


4044 


ABO 12733 


Rhododendron semibarbatum chloroplast matK gene for ribosomal 
maturase, complete cds v ; ;' : ■; J' v-""' 


0.024 


4045 - 


AF034950 


Bos taurus gonadotropin hormone receptor (GnRH) gene, partial cds 


.0.22 


; 4046 


: AJ307017 


Mus musculus. mRNA for putative ubiqui tin-specific protease (Usp9y 
gene) V^V : ' ' ' v : - v - v;^'- : - ' ■ ■ '- v \ -" 


•■-1.7. 


4047 


AE0O1159 - 


Borrelia burgdorferi (section 45 of 70) of the complete genome 


0.89 


■4048 


.. AF239215 


Forficuia auricularia microsatellite FA2 sequence 


0.0002 
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^ y '•S;-' Table 3A Nearest Neighbor (BlastN vs. Genbank) ; : .\ ' •• 


SEQID 
NO 


ACCESSN . 


' • .' y}^'- • v- ' U'--;--- DESCRJP . • • :. " ' ■•; "S-^'^ < - 


P VALUE 


4049 


. AP000249 


Homo sapiens genomic DNA, chromosome 2 lq22. J, D21S226-AML 
region, clone:B7620 15, complete sequence Yv,'. : ^ • 


1E-I8 


4050 


AP000249 


Homo sapiens genomic DNA, chromosome 21q22.1, D21S226-AML 
region, clone:B7620 15, complete sequence " 


' 2E-18 : 


4051 


AF355470 


Mus musculus cysteine dioxygenase gene, exon 2 


0.61 


4052 


BC010739 


Homo sapiens, hypothetical protein FLJ 126 12 similar to COP9 
(constitutive photomorphogeiiic), subunit 7b (Arabidopsis), clone : 
MGC:16836 IMAGE:3893022, mRNA, complete cds; • 


. ■ - 4.5 • 


4053' 


AKO 16525 


Mus musculus adult male testis cDN A, RIKEN full-length enriched 
library - clone:493 24 1 5G 1 2 , full insert sequence 


: 1.5 • 


4054 


AJ237609 


Borrelia recurrentis vmpAl gene, silent copy 


1.8 


4055 ; 


U00038 


Caenbrhabditis elegans cosmid T21D11, complete sequence 


4.3 


U056- 


AF268053 


Candidatus Carsonella ruddii natural-host Tainarys sordida RNA; • 
polymerase beta subunit (rpoB) and RNA polymerase beta-prime 
subunit (rpoC) genes, partial cds 


0.067 


4057 


AC016694 


Homo sapiens BAC clone RP11-123G1 from V, complete sequence 


c 0.2 


4058 


; AK019557 


Mils musculus adult' male testis cD.NA, RIKEN full-length enriched ■; 
library, clone:4930402H05, full insert sequence 


0.15 


4059 


AF233898 


Escherichia cpli strain KI 1218 Bfp A (bfpA) gene, partial cds 


0.063 


4060 


AK026269 


Homo sapiens cDNA: FLJ22616 fis, clone HSI05 164 


•• •■5.7 v ..: 


4061 


; Z80362 


H. sapiens HLA-DRB pseudogene, exon4; 


-/ 1.7 V " 


4062 


XMi046282 


Homo sapiens hypothetical gene supported by AK026722 ; r , • ; 
(LOC92635), mRNA • - : / '-"■:// ' ; ; • ' ] / 


0.007 


4063 


' ; U83303; 


Human line-1 reverse transcriptase gene, partial cds, and granulocyte 
chemotactic protein-2 (GCP-2) gene, complete cds 


5E-12 • 


4064 


AF276169 


Scaphirhynchus platorynchus microsatellite Spl- 100 sequence 


0.074 


• 4065.; 


AF156797 


Mus musculus ATP synthase coupling factor 6 gene, 5' UTR; and 
GABP-alpha subunit gene, promoter and 5' UTR, partial sequence 


L2. 


4066 


AF1 10420 


Mus musculus hoTgN37INRA locus sequence 


4E-10 


4067 


AK021659 


Homo sapiens cDNA FLJ11597 fis, clone HENffi A 1003 856 


6E-10 


4068. 


AL5 12724 


Homo sapiens mRNA; cDNA DKFZp547M202 (from clone 
DKFZp547M202) ^ : :' ; , • / v 


: . 0:2 V " 


4069 


.■ S54531 


L-plastin {exon 1, promoter} [human, Genomic, 3231 nt| 


0.023 


4070 


L02110 " 


Mus musculus proviral retroviral insertion in the cGMP- ; 
phosphodiesterase (rd beta PDE) gene, intron 1, with the proviral 
insert encompassing the env pseudogene (3* end) and 3.' LTR 


2.1 


4071 


XM_0 15244 


Homo sapiens ring finger protein 21, interferon-responsive (RNF21), 
rnlWA / ^ - ^ . '" ;v ? v ': ' ■ N '■ • 


1.5 


4072 


AKO 15420 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4930448I18, full insert sequence 


0.003 


." 4073 


. • - U67583 


Methanococcus jannaschii section 125 of 150 of the complete genome 


; 0.021 


' 4074, 


y X05640 


Mouse NF-M gene for middle-molecular-mass neurofilament protein 


0.072 ': 
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' ; Table 3A Nearest Neighbor (BlastN. vs. Genbank) . ' 


SEQID 
NO 


ACCESSN 


•''X--^ 7 - V-v ' . - descrip . / i •■i V.-; ' ; v :y:'S^ 


P V ALUE 


4075 


D01021 . 


Anthocidaris crassispina mRNA for dynein beta-heavy chain, , . 
complete cds " • : ; - - • 


0.61 ;l 


4076 


XM_029072 


Homo sapiens LOC89256 (LOC89256), mRNA ;' 


0.006 


4077 


:NM0 17757 


Homo sapiens hypothetical protein FLJ20 3 07 (FLJ20307), mRNA 


0:26 


4078 


; AF145592 - 


Nicotiana tabacum calciunVcalmodulin-dependent protein kinase ".; 
(CCaMK) gene, exons • \, ; ' V ; ' ; ". 


: 0.002 . 


4079 


AF384970. 


Arabidopsis thaliaria somatic embryogenesis receptor-like kinase 3 / 
(SERK3) mRNA, complete cds • ' : : • 


: : 5.3 -" 


- — • 'f- 
4080/ 


AF238313 


Dictyostelium discoideum developmental protein DG1037 (DG1037) 
gene, partial cds. . :; . r-v 


0.2 


4081 


NM_012519 


Rattus norvegicus Ca++/calmoduiin-dependent protein kinase II, delta 
subunit (Camk2d), mRNA ! ; : ; 


0.071; 


4082 ' 


AL590384 


Human DNA sequence from clone RP11-349A16 on chromosome 
Xq22.3-24, complete sequence [Homo sapiens] 


v 0.11 ; 


4083 


AF391284 


Homo sapiens 1 lpl5.5 clone LOH1 1 A, partial sequence 


0.17 


4086 


XM_034197 


Homo sapiens KIAA1505 protein (KIAA1505), mRNA 


e-153 


4087 ; 


AE007255 


Sinorhizobium meliloti plasmid pSymA section 61 of 1 2 1 of the 
complete plasmid sequence "'. V 


V.5.4'':'. : ; 


4088 


; AE006586 . 


Strqrtocqccus pyogenes Ml GAS strain SF3 70, section 115 of 167 of 
the complete genome ^ 


1.6 


4089 


AF391284 


Homo sapiens 1 lpi5 5 clone LOH1 1 A, partial sequence 


0.14 


4090 


U41549 ' 


Caeriorhabditis elegans cosmid F22F1 


0.065 


4091 


AF231164 


Pseudosymblepharis schimperiana tRNA-Leu, partial sequence; trnL- 
trnF intergenic spacer, complete sequence; and tRN A-Phe, partial . 
sequence; chloroplast eenes for chloroplast products . ^ ' 


0.066 


4092 


XM_005131 


Homo sapiens chromatin accessibility complex 1 (CHRAC 1), mRNA 


039 


4093 


NM_025929 


Mus musculus RIKEN cDNA 2010109103 gene (20 101 09103 Rik), ' . 
mRNA ; ' ; . ; • ' - - • : ' : \. '.' • " . : 




4094 


X82784 


D. discoideum mRN A for calcium binding protein 


0.00001 


4095 


• : : U04524 


Caedibacter taeniospiralis 47 R body synthesis and assembly (rebA ; 
rebB, rebC, rebD) genes, complete cds 


' .0.58 


4096 


XM_050063 


Homo sapiens B-ccll CLL/lymphoma 9 (BCL9), mRNA 


0.075 


4097 


XM/_037650 


Homo sapiens syndecan 1 (SDC1), mRNA . 


: • 2 


4098 


AF286472 


Homo sapiens retinitis pigmentosa GTPase regulator (RPGR) gene, 
cxon ORF 15 partial cds - ; . ' 


0.076 *i 


4099 


L05466 


Pneumocystis carinii beta-tubulin gene, complete cds 


• 0.009 


4100 


: " Z69723 " 


Human DNA sequence from cosmid U238E5, between markers v 
DXS679 f and DXS803 8 on chromosome X ' : ^^.\SCV' : k V : ' 


j 0,18 ' 


4101 


D83657 " 


Human DNA for CAAF1 (calcium-binding protein in amniotic fluid 
1), complete cds ■ • 


5E-30 


-4102 


• AL 117050:' 


Botrytis cinerea strain T4 cDNA library under conditions of nitrogen 
deprivation .. ?^.^' : v('^^'.:t': ; v : - v ;-- 1 .«: - '• •• ••• : 


T 2.1 - 


4103; 


AE004168 


Vibrio cholerae chromosome I, section 76 of 251 of the complete j r 
chromosome, v ; - ' . ; ; 


' y 2.3 
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••; ' f ••' ' Table 3 A Nearest Neighbor (BlastN vs. Genbank) ■ l ; ; * v .'y 


SEQ'ID 
NO 


ACCESSN 


: ': l >- : ' . ,k DESCRIP ^ --v' : >- - •'. • 


p VAT TTF 


4104 


BC007114 


Homo sani ens clone TMAGF 499542? mRNA 


0 99 


4105 


-•ID 13859 


Penicillium chrysogenum mitochondrion genes for rRNA- tRNA and 
S5 rihosomal r> rot pin pomnlptp pffs ■•• - ; '~ v *•*'"' ■' • 




4106 


AF 137068 


Canis familiaris cubilin (CUBN) mRNA, complete cds ; .'/■■,„''■ I 


4.3 


4107 


AKO 12387 


Mus musculus 11 days embryo cDNA, RIKEN full-length enriched 
liWrarv donP'9700047Hl 3 fiill in^prt spniipnrp • * A " . - 

1-1U1 til J , . VlUJlv>Z< / v/Wt ill! A 1 111 llloV^J I JvUUvltvv •. • 


. 0 3R 


4108 


NC 1 001942 


Mycoplasma arthritidis bacteriophage MA VI, complete genome 


• • 0.12 


4109 


AF333431 


Homo sanipns nspurlo arfP sifp nsiD nflrfial spmipnrp 




4110 


• AF305628 


Cubitermes subarquatus microsatellite P19 sequence 


0.68 


4111 


D10997 


pllincni/ip;} rhpT ' rnc!4 t rn Nyf trnr* trnT^ 'trn^ rr\c4 QtnP itnR 
V_^.UllipovlUwCl lUV^i-/, ljJoi.^, VllliVl, L111VJ, L11LL/, llllo, lpoH-, clipi-', cilUJ_>. 

prenec comnlete cds ? " "r - -•■ ' • - ' 


• 1.8 


4112 


' Z99704 


Hum^n T")TsJA cf l riiif»nr , / % frnTYi r*]nnf* T T 99X1^0 1 -1 ST-IR nn rhrnmncnmp 

XTiUIiiclli I/INA dVlfUwltl/V H\JLLL L/lL/llV^ i-vL/Z,Z,iN \_\7 A / JJOO Vill dliVillUbUitiC/. 

22 Contains GSSs, complete sequence [Homo sapiens] 


0.005 


4113 




ajLUIIIU Sd[JlCllo «1J11U1VJ^C11"1HUUCCU. iJlvoldlC JJ1U111C1 till VC olllilUii. .«■:.. • 

associatpH nrntcin (KJ A A0979 1 mRNA * * ' 




4114 


NM 008149 

11 1 V I v/WU Its 


Mus musculus glycerol-3 -phosphate acyltransferase, mitochondrial . 
rfrhamY mRNA : : ; > : . t ; : • ; : ;V 


5 5 


4115 


XM_036116 


Homo sapiens KIAA0594 protein (KIAA0594), mRNA 


e-144 


4116 


XMJ030510 


Homo sapiens microfibrillar-associated protein 2 (MFAP2), mRNA 


2.4 . 


•4117 


ARO 1090V 


i-<c^JiLropiia mid lygoJiio gt/iic, i7ivu ic^ivjii cuniaiinii^, jo ii\j.n/\ gene 


14. 


4118 


XMJ)07094 


Homo sapiens collagen, type IV, alpha 1 (COL4A1), mRNA _ 


1.9 


4120 


AVI 94040 


rugu ruoripes uouoie SLrdiiiieu rviN/v dueiioaiiie ucdiiuiidsc ivclv' id 




.4121 


AY00793<v 

r\ I \J\JI ZJU 


PnpiiTnrtPvctic PiiriTiii iiViprfimrvrip rpppt^trtr ii m P M A rr\mT%1ptp pHc -' 
r ecu iiiii i ui iivjtie. i llljjiui a iiia\j.>i/a., euiiipieie evis . 




4122 




rvpiobneiiub oiiiiuo cioiie riyi iop Fiuoouiiidi ivLNrv.geiic, pditidi- , - 

cpniiPiAPP" Tnitnr > VinnHriJi1 (jptip for triitr\pVi nil H rial t^rnHiipt • :•*•' 
olu ue nee, iiuivjeiieiiuiidi t^eue iui uiAivjeuvjiiLii icii uiuuuei 




4123 


AJ001022 


Marmata monax mRNA for tumor suppressor, p53 1 


13 : 


4124 


AF939469 ; 


i^UiyeyCll-la gldllUbd illdlUJdcte ^llldLlvy gelle, pdlLldl ttla, elUOIUpidol 
apnp ivir pfilnrnTil^Qt nrnHiipt - • " : 


0.65 


4125 


! X75675 


C.parapsilosis mitochondrial ND6 and ND1 genes 


0.00001 


4126 


AF335589 


Olvpinp rriJiY r*riitinacp place T ^OViial^ anH tivnntViPtipal r»rotpin atptipq 
vjijeiiie- 11 id a eiiiLiiidDe eidoo i i^e^iLidi^ diiu. iij^jvjiAieiiecu .jjiuieui geueo, . 

pomnlptp cds v ■ ••• v :> •• " V; ■ • 


0 0003 


'4127: 


. U33175 -v 


Oryza sativa sucrose phosphate synthase gene, complete cds 


6.4 


4128 


AB028198 


Arabidopsis thaliana ZF14 mRNA, complete cds : : 


0.008 


4129 


; r AF372653 ' 


Heteropneustes fossilis prolactin honnone (PRL) mRNA, complete cds 


• 1.3 


4130 


M63955 


S. oedipus MHC class I SO-NI gene 


0.6 


4131 


BC003238 


Mus musculus, protein kinase, cAMP dependent,, catalytic, alpha, 
clone MGC:6 169 1MAGE:3497908, mRNA, complete cds n v 


. • 0:22 


4132 


. AJ001688 


Homo sapiens NKG2D gene, exons 6-9 : 


; -0.67 


£4133.-. 


^ : D10872 V 


Humam h NAT allele 3-2 gene for arylamine N-acetyltransferase 


- 0.016 ; 
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• ;V Table 3A Nearest Neighbor (BlastN vs. Genbank) • - 1 ' •' : 


SEQID 
NO ' 


ACCESSN 


'•//"- " : - ' ' " descrip . • 


P VALUE 


4134 


AF049877; 


Cotesia congregata EP1 locus with complete integrated Cotesia 
congregata virus EP1 circle and partial integrated A circle 


0.19 


4135 


• Y 15783 , 


Rickettsia prowa?ekii groESL gene • 


0.3 - 


4136; 


.Y00354 


Xenopus laevis gene encoding vitellogenin A2 ',- 


* 0.077 v 


4137 


NC_001950 


Scyliorhinus canicula mitochondrion, complete genome 


- 0.019 


4138 


AF266048 


Macromia splendens small subunit ribosomai RNA gene, partial; 
sequence; mitochondrial gene for mitochondrial product • 


0.42 r 


,4139 


AL035426 : 


Human DNA sequence from clone 3 70N 13 on chromosome Xq25- 
26.3* Contains an exon of the GRI A3 gene for glutamate receptor, : 
ipnotrophic, AM PA 3 . Contains ESTs, complete sequence [Homo 

sapiens];'':, '• ' '' ■ \- ..'.•>':;;.' Y * / .>•/•• •'••'"'•V-'-. 


0.0006 


4140 


AF018434 


Mus muscuius long-chain acyl -Co A dehydrogenase (Acadl) gene, 
intron 1 ; . - ••. ^ •• ; ! ' ; * •••/•••"•■- ; • 'IV A- '• ' 


; ... ■•; 
•• 6.4 


4141 


AF309654 ' 


Mus muscuius U2AF small subunit-related protein (U2af l-rsl) gene, 
complete cds . : \ ■ ■■ f; '.' ; - " : '' ."' , 


0.64 ; 


4142 


AJ009913 r 


Bos taurus pip gene; * • 


2.1 


4143 


XM_028213 


Homo sapiens up-regulated by BCG-CWS (LOC641 16), mRNA 


0.078 


4144 


v U67550 - 


Methariococcus jannaschii section 92 of 150 of the complete genome 


0.081 


4145 


- AB037771 


Homo sapiens mRNA for KIAA1350 protein, partial cds 


0 


4146 


AP001438 


Homo sapiens genomic DNA, chromosome 2lq22.2, clone:T695, 
LB7T-ERG region; complete sequence : 'i '•■ 


0009 


4147 


: U88995 


Gallithrix geoffroyi clone CGE85 mitochondrial D-loop, partial 
sequence "v-'*. ■■■ '. .-. ;> 7 " *'} '"■ '"T : 


• 0.57 


4148 


AE007343 ; 


Streptococcus pneumoniae section 26 of 194 of the complete genome 


; ; 1,9 - - v 


4149 


Z83832 V 


Avena sativa mRNA for UDP-glucose: sterol glucosyltransferase 


0.072 


4150 


. •BC007664' 


Homo sapiens, hepatocellular carcinoma-associated antigen 59, clone 
MGC:866. TMAGE:3140172, mRNA, complete cds 


• o 'V 


4151 


NM_002577 


Homo sapiens p21 (CDKNlA)-activated kinase 2 (PAK2), mRNA 


5E-39 


4152 


XM_040120 


Homo sapiens ADP-ribosylation factor GTPase activating protein 1 
( ARFG AP 1 ), mRNA 


2.1 ; 


'4153 


NM_0315ll 


Rattus norvegicus Insulin-like growth factor II (somatomedin A) •",-.•* 

(Igf2), mRNA . ' . .r ;•• ' . • ; 


0.024 


4154 


XM_049817 


Homo sapiens Sec2 3 -interacting protein pi 25 (P125), mRNA 


1.8 


4155 


■ BC010892 


Homo sapiens, clone MGC: 13350 IMAGE:43336 15, mRNA; : \ r 
complete cds ••• 


0.000004 


4156 


-AJ222787 


Hordeum vulgare mRNA for alpharketo acid dehydrqgenase-like :\ 
protein, clone RG 136 v • * "." . ''■:>< 


; ' 0.075 


: 4157- 


AL021306 " 


Human DNA sequence from clone CTB-1 109B5 on chromosome 22 
Contains a GSS, complete sequence [Homo sapiens] 


0.00000 1 , 


'4158 


' AF315813 


Norwalk virus (Hii/NLV/GC96065/l 996/JP) polymerase gene, partial 

cds . - - ■ ' ' • • : • ' 
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; ' : . Table 3 A' Nearest Neighbor (BlastN vs. Genbank) '••' , v'- v ' 


SEQID 
NO 


. ACCESSN' 


9 - : descrip ; : • •. ;-. •>: 


P VALUE 


4159 


• AE001407 ' 


Plasmodium falciparum chromosome 2, section 44 of 73 of the : • ! 
complete sequence r ' :f ' 1 


0.0008 


4160 


: U32706 > ' 


Haemophilus influenzae Rd section 21 of 163 of the complete genome 


V06. 


4161 


. AF293663 


Anopheles culicifacies 12S ribosomal RNA gene, partial sequence; 
mitochondrial control region, complete sequence; and tRNA-Ile gene, 
partial sequence; mitochondrial genes for mitochondrial products 


: 0.066 


4162 


XM_037617 • 


Homo sapiens acetyl -Coenzyme A carboxylase alpha (ACACA), 
mRNA ' - ' ' - , : :•' '" • 


3E-35 


4163 


AF305712 


Bos taurus insulin-like growth factor binding protein-3 (IGFBP3) . 
gene, complete cds - : ■•"•>.-' 


I 0.23 • v ; 


4164 


AK018618 


Mus musculus adult male cecum cDNA, R1KEN full-length enriched 
library, clone : 9 1300 14E20, full insert sequence / : ' > ' ■/:■ 


068 


4165 


Y00354 , 


Xenopus laevis gene encoding vitellogenin A2 :. 


0.079 


4166 


M61827 


Human leukosialin (CD43) gene, complete cds . 


.2.2 


4167 


M64861 • 


Didiscoideum TFIID mRNA, complete cds 


V 0.066 


4169: 


AJB028894 : 


Mus musculus Rpsl 1, U35 genes for ribosomal protein SI 1 and U35 
shoRNA, complete cds and sequence : ' 


. o:6: V 


4170 


XM 003974 


Homo sapiens hypothetical protein FLJ 11 159 (FLJ1 1 159), mRNA 


o.6&* : 


4171 


; AF 100658 • ' 


Caenorhabditis elegans cosmid H08GO 1 - 


0.75 , 


4172; 


AF1 15645 • 


Sedum multiceps maturase K (matK) gene, partial cds; chloroplast 
gene for chloroplast product 


0.0001 


4173 


/ AF06402? 


Helianthus tuberosus lectin 1 mRNA, complete cds 


0.11 




AF093754 ; 


Arabidopsis thaliana trans-membrane nitrate transporter protein 5 . 
AiNRT2:l mRN A, complete cds - ^^^v ; ' ;/ 


0 22 


4176 ; 


Ml 4292 ; 


Human LlHeg repetitive element from the intergenic region of the 
epsilon and G-gamma'globin genes • V.}v' : . 


2E-08 


,4177' 


NM_013564. 


Mus musculus insuliiirlike 3 (Insl3), mRNA - 


0.067 


4178 


AF218815 


Coturnix japonica eariy response to neural induction ERNI (ERNI) 
mRNA, partial cds ^ 


0.2! 


4179 " 


U67616 


Human 28S ribosomal RNA pseudogenes and aiu repeat region 
sequence. - ' ■<■'-■:■;]:■■■■,': ■':■ .■■<■ ■ •"V-'-'v. - • ' '•' : - 


6E-20 


4180 


AJ297945 


Frankia sp.'ArB cryptic piasmid pFQ3 1 ORF AF, korSAF gene, ORF 
CrF, ORF DrF, repF gene, ORF FrF, ORF GF, ORF HF, ORF JF, ; 
ORF KrF, ORF LrF, ORF MF, ORF NrF, ORF OF, ORF PrF, parAF 
gene and ORF SrF • ' - 


/ ! 0 : 68 


4181, 


'AB035429- 


Homo sapiens AGL gene for glycogen-debranching enzyme, exon 14 


0.62 


4182' 


AE006774 


Sulfolobus solfataricus section 133 of 272 of the complete genome : 


0.063 


4183; 


: ' U38803 .; 


Dictyostelium discoideum vacuolar proton ATPase 100-kDa subunit 
(vatM) mRNA, complete cds - ■■ ■ 


: : 0.025 


L 4184" 


' r U78096 . V 


Human macrophage colony stimulating factor receptor (c-fms) gene, / 
exon 1 A, 2 and partial cds • ;'• r V 


o-oooi 



■ . ' ■ ■< 


. • ; v ^ Table 3A Nearest Neighbor (BlastN vs Genbank) ^ . : - 


SEQID 
NO 


ACCESSN 


^ • EtesCRip-:^'' V; j-ri-H; : ' 


P VALUE 


4185 


. 1 X57037 


T.thermophila G8-seRNA DNA 


5.7 


4186 


■ AJ001005 


Picea abies chloroplast DNA for rbcL pseudogene 


1 0.67 


,4lSl' 


XM 048652 


Homo sapiens Apobec- 1 complementation factor; APOBEC- 1 . ; 
stimulating protein (ACF); niRNA ^ ■ : ; }V 


1 4E-12 


4188 


Y07654 


P.crispum pall gene - : *^ ' 


0.24 


4189 ' 


.". -Z78708 ' 


H. sapiens flow-sorted' chromosome 6 Hindlll fragment, SC6pA14H12 


1E-28 


4190 


A6002143 


Ureapiasma urealyticiim section 44 of 59 of the complete genome 


; 2 •! 


4191 


AF247729 


Oncorhynchus mykiss glucose transporter IB mRNA, partial cds : 


1!8 - 


4192 


Z72929 


S.cerevisiae chromosome VTI reading frame ORF YGR144w 


.0.003 


4193 V 


• M87754 


Human simple repeat polymorphism / 


0.081 


4194 


AL021809 


S.pombe chromosome I cosmid c25 A8 


0.026 . 


4195; 


D 12820 


Rat mRNA for GUST27 protein, complete cds 


3.7 ;: • 


4196 


M60352 


Mouse testosterone 16a-hydroxylase type b (16aoh-b), exon 1 


"4.7 


4197 


XM_007360 


Homo sapiens hepatocyte nuclear factor 3, alpha (HNF3A), mRNA 


' 0.95 :-, 


\ 4198 


Z36064 \ 


S.cerevisiae chromosome II reading frame ORF YBR195C- 


0.52:;:. 


4199 


AK023959, 


Homo sapiens cDNA FLJ 13 897 fis, clone TH YRO 1001706 


0.49 • 


4200 


. U48298 


Dictyostelium discoideum rto A gene, complete cds 


0.68: . 


4201 


;s £47461.. 


Hcterodontus franeisci tcr beta gene \ ,.• ".-*" 


J. 6 


.4202' 


AB041023 


Humulus lupuliis DNA, 18S-26S intergenic spacer, complete sequence 


0.0008 


4203 


AF 118226 ' 


Hordeum vulgare high pi alpha-glucosidase (AGL97) gene, complete 

cds- - . ' X • : ; :}"": v. ; ' : ;'. . ■ . \ 


;V;.- T i-8-- ; ; ; 


i 4204 


1 AF 158049 


Platybrachys decemmacula 16S ribosomal RNA gene, partial , 
sequence; mitochondrial gene for mitochondrial product V ' - 


■ 0.011 : 


4205 


U63855 


Drosophila virilis decapentaplegic protein (dpp) gene, complete cds, . 
haploinsuflicieht region . • • Y ?. 7 


: 0:2 ; : 


: 4206 


AF248814 


Maoiricicada cassiope isolate TB-MI-004 tRNA-Asp gene, complete 
sequence; ATPase subunit 8 gene, complete cds; and ATPase subunit 
6 gene, partial cds; mitochondrial genes for mitochondrial products 


0.023 


4207 


XM__037529 


Homo sapiens KIAA04 10 gene product (KIAA0410), mRNA 


0.78 ; 


4208 


AF3 30636 - 


Plant DNA excision vector pX6-GFP, complete sequence 


0.76 . ' 


4209 


AL080235 


Homo sapiens mRNA; cDNA DKFZp586E162l (from clone , 
DKFZp586E1621) " : ; " ; . 


0.007 


4210 


NMJ)21262 


Rait us norvegicus Acid phosphatase 1, soluble (Acpl), mRNA 


0.16. 


. 4211 


Mi 1449 . 


Yeast mitochondrial ori2-ori7 region DNA with putative peptide . 


0.25. 


i • « • • 

4212. 


AF211134 


Carsonella ruddii natural-host Gtenarytaina lbngicauda 16S ribosomal 
RNA gene, partial sequence; 23 S ribosomal RNA and 5S ribosomal ; 
RNA genes, complete sequence; transaldolase (tal) and alkyl 
hydroperoxide reductase small subunit (ahpC) genes, complete> 


: 0.074 


4213. 


AF 157293 


Sporodinieila umbellata translation elongation factor 1 -alpha (EF- 
lalpha) gene, partial cds - u ' . '\ ■ • 


- - 0.77 V 
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■*. v . : : Table 3A Nearest Neighbor (BlastN vs. Genbank) ' ■ i 


SEQ ID 
NO 


ACCESSN 


. ^ " DESCRIP V; ' / ; . • - ":■[:":':'■ y.i 


P VALUE 


4214 


AL390767 


Human DNA sequence from clone RP 1-6 8P 15 on chromosome 1 lpl3- 
14.2 Contains GSSs and ESTs. Contains part of a novel gene, ; : 
complete sequence [Homo sapiens] - \ ^ 


0.004 - 


4215 


XM 004579 


Homo sapiens HGC6. 1 .1 protein (HGC6. 1.1), mRNA 


v 4E-08 


4216 


XM_043964 


Homo sapiens similar to KIAA0220 protein (H. sapiens) (LOC92263), 
mRNA :. " : • V ; ; '';>- ; r' • ? * \ •"••■V- 


5E-40 


4217 


•AL3 90767 


Human DNA sequence from clone RP1-68P15 on chromosome 1 ipl3- 
14.2 Contains GSSs and ESTs. Contains part of a novel gene, 
complete sequence [Homo sapiens] v ; ■ • - 


0.004 : 


4218 


y: AF 147082: ! 


Homo sapiens gamma-glutamyl hydrolase gene, exons 3 through 7 


- 0,088 


4219 


AY023560 


Oryza sativa microsatellite MRG5885 containing (TTA)X8, closest ,to 
marker R2561, genomic sequence . ' 5 VVv.r J : '• " ■ 


0.026 , 


4220? 


XMJ)50088 


Homo sapiens hepatocellular carcinoma-associated antigen 127 
(HC A 1 27), mRNA ' - :.; : : • ; 




4221 


•AF131999 


Plasmodium falciparum putative erythrocyte binding protein EBL-1 
(ebl-1) gene, partial cds , . - " t v - Y : ^ . : - 


0.68 


^ 4222 ; 


AF008434 . 


Splanum fendleri farnesyl-protein transferase beta subunit gene, 
intron 10 • • '■' \ ' " ' ' - • > - : , 


: 0.21 > 


4223 


; AF367267 


Arabidopsis thaliana AT3g26020/MPE 1 1_ 17 mRNA, complete cds 


\ 0.53 


4224 


XMJ)06706 


Homo sapiens primase, polypeptide 1 (49kD) (PRIM1), mRNA 


" : 7E-12 


: 4225": 


AK004675 


Mus musculus adult male lung cDNA, RQCEN full-length enriched 
library, clone: 1200009120, full insert sequence -, . . ^ 


0.017 ; ; 


4226 


-AB026660 


Arabidopsis thaliana genomic DNA, chromosome 5, BAC 
clone:T20Q7 ::>• >';•', : : ; /' t'VV ' :; ' ' ? : 'v! / • ' - 


■ 0.23 / 


4227' 


AF272387 


Homo sapiens leucine zipper nuclear factor (BLZF1) gene, exon 6 \ 


: 5E-09 


4228 


/L08897 


Mycoplasma galiisepticum (strain A5969) 16S-, 23S-, 5S ribosomal 
RNA' (rrsA, rrlA, rrfA) genes . fV 


: 0.073 


4229 


Z26314 


P. falciparum gene for STARP antigen 


.0.008 


4230 


. NCJ)01942 


Mycoplasma arthritidis bacteriophage MAV1, complete genome 


0.18 


4231 


Y18277 ; 


Gallus gallus mRNA for neurobeachin, partial 


, 3 • • 


4232 ' 


XM_047009 


Homo sapiens pleomorphic adenoma gene-like 2 (PLAGL2), mRNA 


L8 


4233 


: X84729 


S.cereale repeated DNA sequence 


0.21 


• 4234 • 


' AL513132 


Human DNA sequence from clone RP 11 -460C6 on chromosome 9, 
complete sequence [Homo sapiens] • " ' : . 


V 6 . 


.4235. 


•>vZ716?4 ' 


E.herklotsi mitochondrial genes for NADH Dehydroenase subunit 5 

and 6 - .. \ :'\ . •'. ■ '■ '■ ' ,." - 


■ 0.6 


4236 / 


1 Z33215 


M.capricolum DNA for CONTIG MC294 


0.54 


.4237 


■-^6011: 


Human DNA sequence from intron 22 of the factor VIII gene, Xq28. 
Contains the end of a 9. 5kb repeated region, int22h-l, involved in • 
many cases of haemophilia - ; v. .- : i , 


0.0000005 


4238' 


AF174355 


Praon barbatum 16S ribosomal RNA gene, partial sequence; 
mitochondrial gene for mitochondrial product 1 


: 0.026; 
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■■' /-HVV::'' " : Table 3 A Nearest Neighbor (BlastN vs. Gcnbank) 


SEQ1D 
NO 


ACCESSN 


'■>:' V; V : : 7-' ; ; ; V : ^ESCRIP ; " ■ ; ". . . ' . 


P VALUE 


423,9 ; 


AY039607" 


Arabidopsis thaiiana AT3g52380/F22O6_240 mRNA, complete cds 


6.1 


4240 • 


':■ AJ223385 " 


Fowlpox virus strain HP-440 DNA, isolate FP9, 14.6 kb fragment ' 


0.000004 


4241 


AF277282 


Daphnia crista ta country Lithuania 12S ribosomal RNA gene, partial 
sequence -: . ■ •; >: ^ y> --ir ■•'[■/ ,' ■ ••• '■■>':" 


• ^19 : 


4242 


NMJ023850 


Mus musculus carbohydrate (keratan sulfate Gal-6) sulfotransferase 1 
(Chstl)/inRNA V : : . 


0.59 


4243 


AJ238599 


Lepilemur septentrionalis genomic fragment, RAPE) with primer 
bperon OPH4, clone A 1 : 


0.2 


4244 


XM_051747 . 


Homo sapiens eukaryotic translation initiation factor 4 gamma, 2 ■. 
(EEF4G2), mRN A , 


3E-58 . 


4245 


M63376 "' 


Human TRPM-2 protein gene, exons 1,2 and 3 


0.7 


4246 


■ AF367267 


Arabidopsis thaiiana AT3g26020/MPE 11_1 7 mRN A, complete cds 


0.59. 


4247 


AJ294714 


Pichia anomala leu2 gene for beta-isopropy 1 malate dehydrogenase - 


^.17 


4248 


AF320616 


Mus muscuius amnionless precursor protein ( Amn) gene, partial cds 


0:57. 


4249 


AL049609 


S.pombe chromosome III cosmid c297 


1.8 


4250, 


' AJ252313 ; 


Homo sapiens genomic hybrid Rhesus box . ■> 


. ... 3.8 •- 


4251 


XM 034693 


Homo sapiens ectodermal dysplasia 1, anhidrotic (EDI), mRNA 


0.2 


4252 


NC001'463 


Caprine arthritis-encephalitis virus, complete genome 


1.3 


4253 ; 


ACO 18655 : 


Homoisapicns 12q BAC RP11-946G22 (Roswell Park Cancer Institute 
Human BAC Library) complete sequence , : v 


• ' ''5.9:: v 


4254 


AF003519 


Paraligoneurus sp. 16S ribosomal RNA gene, partial sequence 


0.024 


.4255. 


AL049434 


Homo sapiens mRNA; cDN A DKFZp5 86M 151 (from clone 
DKFZp586M151) : | : : ^ ; - V 7 


0.0008 


4256 


U39321 


'V-nt^cnm ap^tiviim ncervl-CoA carboxylase cene exons 1-30 comDlete 

cds : • • " : : •' : ' . • . ~ •;■ . - : - • ' : ■•• 


0.22 


4257; 


AB055106 


Oryza sativa V-ATPase B gene for vacuolar ATPase B subuhit, /- 
complete cds ' , • • v : 


.•1.7 


4258 


AF 150091 


Rattus norvegicus small zinc finger-like protein (TIM10) mRNA, -. 
complete cds • .. 


0.24- 


4259 


AF047677 


Homo sapiens dystrophin (DMD) gene, deletion breakpoints 1-3 in 
introh 5 : •;. • '•' • - : \ V. \ . v V • .. ■ .' 


0.025 


4260 


Z81504 


Caenorhabditis elegans cosmid F15H9, complete sequence - 


0.24 ; . 


4261 


" AF226147 


HIV-1 isolate 630469c from USA protease (pol) gene, partial cds 


2 ; • 


4262 


AF270072 ' 


Staphylococcus epidermidis strain SRI clone step: 1 047b()5 genomic 
sequence * • ; • , \ 


0.68 ; 


4263 


" U56088 


Human periodic tryptophan protein 2 (PWP2) gene, exons 3 to 14 


0.076 


4264; 


: ;X83692: ; 


Brassica napus (toumefortii) mitochondrial genes for atp6, and ; ^ : / 
ORF263 ; . v ; ; ' ! ' - ; > ' - ;. : ,v- •'• "<' '^••M*'/:-'; •;>;; 


:'; 2:l:r- 
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v--0^\ ^^ ; ": : Table 3A Nearest Neighbor (BlastN vs Genbank) •; " ' V 


SEQID 

NQ ' 


; • AGGESSN 


r '*' V -DESCRIP'- -, ;y ; 


P VALUE 


4265 


•^243425 


Penicillium oxalicum vacuolar serine protease rhRNA, complete cds 


0:63 


4266 


; NM^02438l 


Rattus norvegicus ATP-stimulated glucocorticoid-receptor . : 
translocaton promoter (Gyk); niRNA '■• ■ : ■ -y V-" : "> : ; :■■/ 


: 0;(58. 


4267.; 


AF098919 


Gallus gallus alpha-globin gene domain 5' region : ! 


2.3 


4268 


AJ297909 


Hypocrea jecorina rho3 gene; exons 1-5 


0.23 


4269 


V U67528 \ 


Methanococcus jannaschii section 70 of 150 of the complete genome 1 


; 0.029 


4270 


AF104920 


Arabidopsis thaliana BAC T9E19. 


0.026 


4271. 


AF 137394 


Euperipatoides rowelli elongation factor- 1 alpha mRNA, partial cds 


0.23 ; . 


4272? 


AF243087 J -: 


Homo sapiens intrinsic factor-vitamin B 1 2 receptor (CUBN) gene, 
exons 11, 12, and 13 , r , ; 


0; ; 


4273 


AF264703 


Astyanax rnexicahus retinal homeobox protein (Rxl ) mRNA, . v v 
complete cds : '\ r: :^- ' V;: -~''/'- " V .' V •• £ 




4274; 


AJ311054 


Chironomus pallidivittatus 4L ORF for putative recombinase / ; 
subtelocentric clone, Cp5 5 ^ ' v 


0.025 


. 4275 , 


v : AF267209 


Gandidatus Carsonella ruddii natural-host Calophya schini ATP {y-}^ 
synthase alpha subunit (atp A) gene, partial cds; ATT synthase gamma 
subunit (atpG) gene, complete cds; and ATP synthase beta subunit 
(atpD) gene, partial cds \, ^/ ••' 


0.0008 


4276' 


• Z17148 • 


H. sapiens (Dl 1S935) DNA segment containing (CA) repeat; clone 
AFM254zb.9; single read / ; ' : ' v ':' ; 4;: :/"-V . 


b:oo8 


4277 


: AJF175434 - : 


Gallus gallus T cell receptor delta chain (TCRD) pseudogene, partial 
sequence . ' \ ' • ' P;'--' 




■4278 


^0 11996 


Mus musculus 10 days embryo cDNA, RIKEN full-length enriched 
library, clone: 261 03 06H 15, full insert sequence " 


: 0.49 • 


4279 


AF269490 - 


Staphylococcus epidermidis strain SRI clone step .1 00 5 h04 genomic 
sequence . \ " : -v . ••• ■ 


0^)87 


4280 


= XMJ)50118 


Homo sapiens hcphacstin'(HEPlI), mRNA. 


2E-75 


4281 


AF232828 


Mus musculus ventral neuron-specific protein 1 NOVA 1 (Nova 1) 
mRN A, partial cds : \ : 


0.008 


4282 


XMj)29168 


Homo sapiens hypothetical gene supported by AK023 162 . 
(LOC90 120), mRNA f;-' ; - ; '• : " 


: ' : 6.53 


4283 


L31645 


Helianthus annuus ribosomal protein S3 a mRNA, complete cds 


0.67 


4284 


XM__0 12756 


Homo sapiens transcription factor 4 (TCF4), mRNA - ' 


0.22 


4285 


r AK021049- 


Mus musculus adult male corpus striatum cDNA, RIKEN full-length 
enriched library, clone: C030006F08; full insert sequence 


.;,.'V"V 

0.006 


4286 


AB020763 . 


Ptychodera flava mRNA for Pax 19, complete cds . 


0.26 


4287 . 


• XM_()47401 


Homo sapiens G protein-coupled receptor 5 1 (GPR51), mRNA 


•: 0.25 


•4288 


: AF250952 


Osmia satoi 16S ribosomal RNA gene, partial sequence; '- 
mitochondrial gerie for mitochondrial product / 


0~24 


; 4289 


. AF267985 


Homo sapiens 15 kDa selenoprotein gene, exon 4 


0.024 


4290 


AJ409503 


Mus musculus RNA binding site for Dazl protein,, clone jd8 


0.029 


4291'/ 


ACp09304v 


Homo sapiens clone NH0 1 1 1109j complete sequence ■ > . 


0.026 



372 





• Table 3A Nearest Neighbor (BlastN vs. Genbank) ■-■::/■■■•/ 


SEQ ID 

NO 7 


ACCESSN 


/•V7X:/V:>/- '-- • ■- 7 DESCRIP 


P VALUE 


4292 


XM_050269 


Homo sapiens solute carrier family 1 (glial high affinity giutamate 
transporter), member 3 (SLC1A3), mRNA 


0.21 ; , 


4293; 


• AK004286 ' " 


Mus musculus 18 days embryo cDNA, RIKEN full-length enriched 
library, clone: 1 1 10057K12, full insert sequence 


■ 2.1 \ 


4294 


NC .002095 


Chlorobium limicola plasmid pCLl, complete sequence 


0.24 


4295 


AC006678 


Caehorhabditis elegans cosmid R05G9, complete sequence ; 


:72;1 


,4296 


7AF2 17235 


Staphylococcus aureus pathogenicity island SaPIbov, complete • 
sequence -7 /'■'-.-' 


0.009 , 


4297 ' 


XM__0 12045 


Homo sapiens hypothetical protein FLJ 13074 (FLJ1 3074), mRNA 


0.68 ' V 


4298 


NMV022087 


Homo sapiens hypothetical protein FLJ21634 (FLJ21634), mRNA 


7: e-158 


4299 


XM^O 10678 


Homo sapiens similar to zinc finger protein 258 (H. sapiens) 
(LOC65323), mRNA ; ^ 7 . i ; r 7 ; 7 


: 7E-63 " ;■■>"■ 


4300 


7AJ3 11847 


Nicotiana tabacum chlqroplast mRNA for FtsZ-like protein (ftsZ. : 
gene), clone FtsZ2-2 7:7 77-'- y ' 7/-7H'"'- Vv 7 


-0:55 


430 r: 


7224366 7 


H. sapiens (D18S480) DNA segment containing (C A) repeat; clone 
AFM320yc9; single read 7.'. ;77' "7 7.-7;7. 7 


8E-12 


"4302 


- AK003805 ^ 


Mus musculus 18 days embryo cDNA, RIKEN full-length enriched 
library, clone: 1 1 100 19022, full insert sequence 


.7 0.009 7 


74303 


AB047606 


Macaca fascicularis brain cDNA, clone.QnpA- 10881 




4304 


AK000493 


Homo sapiens cDNA FLJ20486 fis, clone KAT08039 


0.24 ;• 


4305 


".AF375597 : 


Mus musculus medium and short chain L-3 -hydroxy acyl-Coenzy me A 
dehydrogenase (Mschad) gene, exoris 2 through 8, and complete cds; 
nuclear gene for mitochondrial product 7" 


' 0.75 • 


;4306 


7-7. .. 7V- 
;Apooo30i'' 


Homo sapiens genomic DNA, chromosome 21 q2 2.1, D21S226-AML 
region, clone:D16B8, complete sequence 7 7 


0.081 7 


4307 


ARC) 19632 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:4930455M05, full insert sequence 


0.068 


4308; 


% X94556 


... "7 ; ; .•;/ .77 ; • :7 : . • 77.7 -v . • • ■■' . . ; ;:'-:77;: .. . 
Rxingulata DNA for internal transcribed spacer ITS2 of rDNA unit 


0.079 


4310 


AY027174- 


Arabidopsis thaliana sequence flanking 3 ! end of Ds-GeneTrap • ■ 
insertion from line GT2850 / 


, 0:2 7 


4311 


: AC092063 


Homo sapiens clone RP 11 -745H7, complete sequence 


0.14 


••' 43 12 


AJ297034 


Homo sapiens SDS-stable vimentin-bound DNA fragment /. , \:7 7 
HEF19VIM18 • ' 7 . ; ' . 7 ; 77 7 


7e-ll7 ; 


4313 


Z82088 


Caenorhabditis elegans cosmid ZK256, complete sequence 


0.015 


4314 , 


AC006709 


Caenorhabditis elegans cosmid Yl 1 9C 1 A, complete sequence 


.0:17 7 


4315 


AFO 16620 


Mus musculus Rb-8 neural cell adhesion molecule long form 
(RN CAM) mRNA, partial cds 7 ' 7 : 7: - 7 : 777'' 


7 6.2;v' 


4316 


7AK01312r 


Mus musculus 10, 1 1 days embryo cDNA, RIKEN full-length • - 
enriched library, clone:28 1042 IE 14, full insert sequence 


: • , is 


; 4317 


XM 033379 


Homo sapiens KIAA1607 protein (KIAA 1607), mRNA 


4E-09 . 


4318 


v AL355864 7 


Human DNA sequence from clone RP4-803A2 on chromosome 1, y Ci" 
complete sequence [Homo sapiens] x - : - : .- v; 7 <■'■'■■: - •-./>'• v .* - 


^ 7.-1.4- ;; 77 
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■ ' ■ Table 3 A Nearest Neighbor (BlastN vs. Genbank) - 


SEQ ID 
NO 


.ACCESSN 


; . .. . DEscRip : 


P VALUE 


4319 


: AE001422 


Plasmodium falciparum chromosome 2, section 59 of 73 of the 
complete sequence 


0.028 


4320 


AL 157437; 


Homo sapiens mRNA; cDNA DKFZp434E1512 (from clone . . 
DKFZp434E1512); partial cds " ^\' : \ : y--y.: : :.: V V : 


..4.9- 


4321 


, U31929 


Human orphan nuclear receptor (D AX 1 ) gene, complete cds 


5.4 1 ; 


4322 


; AF338875 . 


Hylobates moloch NAN03 cytochrome b gene, partial cds; and tRNA- 
Thr, tRNA-Pro; and tRNA-Phe genes, complete sequence; • - : 'y£ : . 
mitochondrial genes for mitochondrial products ; / • ; : ■ 


. : :o.6 


.4323 


X04502 


Human SLPI gene for secretory leukocyte, protease inhibitor 


2 


4324 


U07018. 


" ' ■ '.. v-V/' , V-v'.'.v.":'-: .v'i '•:). . ■>;..* ' i >: . 
Human immunodeficiency virus type 1 SH803 (env) gene, partial cds 


0.64 


4325 


AF046143 


Homo sapiens chromosome Xp22 958-13- 


0.023 


4326 


: U17081 : . 


Human fatty acid binding protein (FABP3) gene, complete cds 


6 ;. 


4327 


; AJ249365/ 


Plasmodium falciparum partial mRNA for delta-aminolevulinic acid 
dehydratase ■ : Kv, ; -. ; ; . •• ■' ■', 


. 0.009 • 


• 4328 


AF090936 


Homo. sapiens clone HQ05 82 


0.006 . 


4329 


X97970 ' 


A.thaliana mRNA for RNA helicase 


0.079 


4330 


: XM_047794 


Homo sapiens KIAA1641 protein (KI A A 1641), mRNA 


e-156 


4331 


AF334172 


Zea mays clone B7 chromosome 4 centromeric region 


3.9 


4332 


; AJ401041 


Human immunodeficiency virus type 1 proviral partial gpl60 gene for 
envelope protein^ strain J 97DC.KTB 147 -V;-\ 


0.64 


4333 , 


XM_038175/ 


Homo sapiens KIAA0872 protein (KJAA0872), mRNA : 


/. 0.65 


4334 


", Y16473 


Chlamydomonas reinhardtii chloroplast DNA for rpsl8 gene, arid 
orf570 ; y'yyr-^y-^ ; \.' 


0.028 


4335 


: AF190381 


Eucalyptus tetragona photosystem Q(B) protein (psb A) pseudogene - 
and tRNA-His (trnH) gene, partial sequence; chloroplast genes for r 
chloroplast products ^ :i .' .-V-. : '•' 


0"008 


4336 


AE006276 


Lactococcus lactis subsp. lactis IL1403 section 38 of 218 of the 
complete genome / ' ; • r 


:"' 0.22 


4337; 


AK020646 


Mus musculus adult male urinary bladder cDNA, R1KEN full-length 
enriched library, clone : 95 3 0077 A04, full insert sequence 


:-2.3.. v 


4338 


Z69666 


Human DNA sequence from cpsmid 24F8 from a contig from the tip 
of the short arm of chromosome 16, spanning 2Mb of 16pl3.3. 
Contains ESTs, repeat polymorphism and CpG island 


0.018 


4339 


AFO 17254 


West Nile virus nonstructural protein NS5 (NS5) gene, partial cds 


0.73 


4341 


NM_008645 


Mus musculus murinoglpbulin 1 (Mug 1 ), mRNA 


0.00009 


4342 


AF 1 14927 ' 


Saccharomyces pastorianus CBS 1538 small subunit ribosomal RNA 
gene, mitochondrial gene for mitochondrial RNA, complete sequence 


'0.25 


4343; 


^L451057. 


Human DNA sequence from clone CTD-2010K20 on chromosome 10, 
complete sequence [Homo sapiens] / " 


0.17 


4344 


AK022875 


Homo sapiens cDNA FLJ12813 fis, clone NT2RP2002503, weakly : . 
similar to ZINC FINGER PROTEIN 45; 'O'y ^ 




4345 


J D10910 V 


Arabidopsis thaliana Atpk7 gene for serine/threonine protein kinase, 
complete cds • : w / ; '•: -^'ly^y : y : '■'■'[' - : 


o:6i 
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r " ; ' Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQ ID 
NO 


accessnV 


- . ; . rry / : v y VDESCRjp , v :. - ,., 


P VALUE 


4346 


i X53096 v 


S. aureus genes encoding Sau96I DNA methyltransferase and Sau96I 
restriction endonuclease : 


0.2 


4347 


/; M57855 ; 


Human protein S-beta pseudogene, exons 5 and 6 


0.2- 


4348 


• Z73523 ' 


S.cerevisiae chromosome XVI reading frame ORF YPL167c 


'0.065 


4349 


- . U67562 ? y 


Methanococcus jannaschii section 104 of 150 of the complete genome 


• ; 0.54 


4350 


Y09047 


M.musculus pxF gene, strain 129VJ 


0.002 


4351 


XR 027332 


Homo sapiens ribosomal protein L36 (RPL36), mRNA 


0.0001 


4352 


AF106029 ' 


Thomomys mazama clone 12-8 microsatellile sequence 


.0.25 


.4353 


AL137428 


Homo sapiens mRNA; cDNA DKJFZp761N1323 (from clone 
DKFZp761N1323) ^ ' '■ : , "t ' ' ,: . ,: : . 1 ' : ' .-. 


0.028 


'4354 


L81915 


Homo sapiens (subclone l_g8 from B AC H76) DNA sequence, 
complete sequence . ' : ; 


; 0:63 


4355 


J0i291 / , 


soybean 7s seed storage protein alpha subunit mrna (b), from gmc-' 
alpha'-alpha 236 ; - ■ v 


. 3.7 • 


4356 


NM_006649 


Homo sapiens serologically defined colon cancer antigen 16 : . 
(SDCCAG16), mRNA v ^ - 


V 0.69 ' 


'4351. 


AL1 37635 


Homo sapiens mRNA; cDNA DKFZp434E 175 (from clone ., 
DKFZp434E175) , : ■ . ' -0. 


• ; 6J ^ 


: 4358' 


Y14422. 


M : musculus DNA for retinal protein 


0.23 ; 


4359; 


D32056 


Human gene for 2-oxoglutarate dehydrogenase, exon 1 sequence : •. 


■i 6.4 - 


4360 


D 14337. 


Yeast pckl+ gene for protein kinase, complete cds 


0.085 


4361 


J02756 


Mouse band 3 anion exchange protein gene, complete cds 


1.9 


4362 


XM_048747 


Homo sapiens KIAA1223 protein (KIAA1223), mRNA 


0.69 


4363 


M97514 ' 


Saccharomyces douglasii mitochondrial cytochrome c oxidase subunit 
I (COX1) gene, complete cds 


0:i9 


4364 • 


D10910: 


Arabidopsis thaliana Atpk7 gene for serine/threonine protein kinase, - 
complete cds ^ Y . : : ; 


0.53 ' 


4365 


AKO 15420 


Mus musculus adult male testis cDNA, RJKEN full-length enriched 
library, clone: 49304481 18, full insert sequence 


' 0.003 


4366 


U82487 


Branchiostoma floridae engrailed protein (AmphiEn) mRNA, 
complete cds > ; ■ \- : "" ; . '; r '{ 


0.22 


4367 


AB052798, 


Feline foamy virus env gene for envelope protein, complete cds, . . ; 
clone:HFFV ^ V ; ' .• ,'. * 


0.08 ' 


4368 


AY027174 


Arabidopsis thaliana sequence flanking 3 1 end of Ds-GeneTrap 
insertion from line GT2850 ' <■ 


V 0.25 


4369 


:AJ298684 : 


Phylloxera sp. MBLM2 mitochondrial ATP6 gene for ATP synthase A 
chain subunit 6 ,- : ; ^ ; , 


o;<67 ; 


• 4370 , 


NM_013696 


Mus musculus thyrotropin releasing hormone receptor (Trhr), mRNA 


0.000003 


4371 


AF176830' 


Dictyosteiium discoideum polyphosphate kinase (PPK) gene, complete 

cds ; ' ; ^ .'. ' •'' " \ V 


0.83 


■>4372 


' AB036665 ' 


Bacteriophage WO genes, ISW1 inserted sequence, partial and <. 
complete cds ' > V : ' - ■ " 


0:17 


••4373; 


AJ3 10.187 


Prevotella albensis dpp-lV gene for dipeptidyl peptidase IV r r ; 


1.6 . 


4374; 


• L77040 


Homo sapiens (subclone 8 cl 1 from PI H22) DNA sequence , . 


0.025 





' • •••• Table 3A Nearest Neighbor (BiastN vs. Genbank) - : '-C : \ 


SEQ ID 
NO 


ACCESSN . 


■ ' • .• ; ^--'-:^;;V DESCRIP .;' •-' 


P VALUE 


4375 : 


AJ277162 


Beta vulgaris mRNA for putative Cdc2 -related protein kinase CRK2 . 


0.009 


4376 


K02781 


Mouse PND gene encoding atrial natriuretic factor, complete cds 


0.24 


4377 


AL 110166 


Homo sapiens mRNA; cDNA DKFZp586M1424 (from clone • : 
DKFZp586M1424) ; vV--- :f: ' v - .' ■Vz-v^V' ' 


0.69 " 


,4378 


AE006400 


T ^ctncoccns lactic snhsn lactic TT 14-03 spctinn 169 nf 718 of the - • 
complete genome ; • • : ; - ; • 


6.4 : 


4379 


AF3 10887 


Dictyostelium discoideum RacB (racB) gene, partial cds; and ' . 
unknown eene • -v-.v ! " ' , '■. • 


0 23 


4380 


AY023357. 


Orvza saliva micrcisatcllite MRCt^6R7 crmtaininp TT A' A ^"500 

genomic sequence ' ; " 


.2.3 , 


4381 


-AL133038 


Homo ^aniens mRNA* cDNA DKFZn434D 1 835 ("from clone 
DKFZp434D1835) / ^ : \ 


0:00004 


4382 


M37760 


Mouse serine 2 ultra high sulfur protein gene, complete cds 1 


0.083 


4383 


AF 15 1698 


A ^rnhacteriiim tnmefacipn^ crvntic nla<?mifl nAtfSft transcrintional 
renressor GlnH hornnlo*? GlnP/OrlnO hotnolo^ nutative .* •> J ' 
oxidoreductase, and AgaE homolog genes, complete cds 


! 0.25 


4384 


X59370 : ; 


X.laevis POMC-A gene for proopiomelanocortin- A 


0.007 


4385 


AF244933 


Oryctoiagus cuniculus interferon gamma precursor, mRNA, complete 

cds • •• '•"."•""•*•.' •- ' : •'• 


.0.66 a 


4386 


Z69919 


Human DNA sequence from cosmid 91K3, Huntington's Disease 
Region, chromosome 4pl6.3 contains CpG island 


: 0:077 •' 


4387 


AK027136 


Homo sapiens cDNA: FLJ23483 fis, clone KAIA04052 


. 1.7 


4388 


AK027136 


Homo sapiens cDNA: FLJ23483 fis, clone KAIA04052 


6.6 . 


4389 


AL589705 


Human DNA sequence from clone RP1 1-64M7 on chromosome 6, : 
cnmnlete seniiehce [Homo saniensl. 


0.63 


4390 


' AF035192 


Campylobacter rectus S-layer-RTX protein (csxB) gene, complete cds; 
tRNA-Arfy p^ptip comnlete seoiietice' and tentative histidine kinase 
yene nartial cds -* - / •• >• . ; ; ' 


0:34 


4391 


AK021269 


Mus museums 12 days embryo spinal cord cDNA, R1KEN fiill-iength 
enriched libra rv clone* C 1 5 30007 A02 fiill insert seonence " 


0.69 


4392 


XMJ)3()404 


Homo sapiens acid phosphatase 1, soluble (ACPI), mRNA 


0.007 


4393 


BC006633^ 


A/tiiQ mil villus Plt^ interactinp 7inc finder nrofein 1 clone 
MGC:7201 1MAGE:3482191, mRNA, complete cds 


: '2 . 


'4394 


AK009564 


A/fii<: miiQcnliK adult male toneiie cDNA RTKFN fiill-leneth enriched 
library, clone: 23 10032D21, full insert sequence 


•'■ : i.6 : 


4395 


L04802 


Silkmoth apoptosis preventing protein (p35) gene sequence 


•0:21 • 


4396 


AB026599 


Neogerris parvulus mitochondrial gene for 16S ribosomai UNA, 
partial sequence 


0.027 


4397 


BC005581 


Mus museums, RIKEN cDN A 2310022KI5 gene, clone MGC:1 1736. 
IMAGE: 3 9686 15, mRNA, complete cds - 


0.22 


;4398 : 


XMJ)33374 


Homo sapiens, myosin, heavy polypeptide 1, cardiac muscje, beta 
(MYH7), mRNA • , V ' .' - v ./ 


■ 0:23 


4399 


; ; ; U3i534 : •;, 


Isla Vista virus MC-SB- 1 nuciebcapsid protein mRNA, complete cds 


.6.54 





--' y:; y '> v < Table 3A Nearest Neighbor (BlastN vs. Genbank) • 


SEQIP 
NO 


. ACCESSN 


,. . descrip . >■■• 


P VALUE 


4400 


XM 005318 


Homo sapiens hypothetical protein FLJ1 1 125 (FLJ1 1 125), mRNA 


0 44 


4401 


•U76670 


Arabidopsis thaliana recA-like protein (AtDMCl) gene, complete cds 


• 0.051 


4402 


AK009448 


Mus miisciihis adult male tonffiie rDNA RITCKN fiill-leripth enriched 

1tJ.UO IIIUJWVIIUO tlvl \-% * V lllCll^w IVJllt^UVrf V* 1^ 1 1 / V , 1 Vilvl- v 1 1 XL-Ill 1V> 1 lill A 1 ClUlVjllVU 

library, clone:23 1002 1K08, full insert sequence. 


1.6 


4403 


; AY003917 


Phvtohhthora infestans isolate 94-5? NADH dehydrogenase siihiinit 4 
gene, partial cds; mitochondrial gene for mitochondrial product 


>• 0 16 1 


4404 


AC084160 

rVVyUU ■ 1WV/ 


Caenorhahditis eleffans cosmid Y73R3R complete seniience 


0:21 


4405 ; 


AF330120 


Homo sapiens voltage-gated sodium channel type III alpha subunit 
fSPN3AY{*ene exon 4 . '- ■- 


' 2.4; 


4406 


AK022135 


Homo sapiens cDNA FLJ12073 fis, clone HEMBB 10023 87 


0.49 


4407 


AF3 32583. 


T-Tnmni ^nietiQ stratum rorneiim ehvirintrvntie eTi7vme f\Kl fCV^ wne "• 

llAJlHU odLJlt'llo ,»jL1 aLUiU ^vJlllt-Ulil \*lljr 111ULI j LFUV* V^llZjjr 11 IV/ ^ivljiY / y t^>ll^, 

romnlete cds alternative transcrints " ^ ; 


\ hi ' ■ 


4408 


XM 043049 


Homo sapiens hypothetical gene supported by AL080215 
fLOC92l38Y mRNA 


: : 0.7 


4409 


AKO 17682 


Mus musculus 8 days embryo cDNA, RIKEN full-length enriched . 
librarv clone* 5730465109 full insert seauence * 


2.1 • - 


■4410 


AJ409162 


^Jnlannm nrhranthnm T FWF refTOtransnn<vf>n within narfial lire trene 

OUiCUltllll \J\s it 1 <_li 1 11 1 11 1 1 1 l—i HI'! i_> I^llUUCUlol/UoUlI W1L11111 JJCll UCU LH \-> £^^/J.iV 

for urease exons 6-8 ' ' 


0:025 


4411 


AF183584 


Papio hamadryas tyrosinase gene, exon 2 ; 


- 0.24 


4412 


AKO10138; 


IVTiiQ mucr'iiliiQ adult malp tnnoiie rTYNA R ITCFiVl fiill-lenpth enrirVied- 

IVlLio lllUodlltio dU-LllL lLl«XlC LUllUUv^ yA-Zl^/A., IXJJNJLvl^ . J. 1111 IV^ll^Lll till lV^ll^Ll 

library, clone:23 10069P03, full insert sequence 


^ 0.56 ; : 


4413 


AF112141, 


Orv7ia<5 latines hrimendomaiTi transerintion factor Yen q1\ mRNA . . 

complete cds • ; • ; 


0.021 * 


4414 


AK022458 


Homo sapiens cDNA FLJ12396 fis, clone MAMMA 1002 75 8 ; v 


4.9 


4415 


AK024159 


Homo sapiens cDNA FLJ14097 fis, clone MAMMA1000760 


0.00007 


4416 


AB060834 


Marara fasrirnlaris brain rf)NA clnne*OtrA-l 0686 full insert ; 
sennence • ~ - \ 


2.1 


4417 


AF063864 


Schizosaccharomyces pombe essential nuclear protein Mcm3p 
/mrml+V ppmp efimnlete eds * • 


0.2 i 


4418 


AF233288 


firf^^nnhiln melanotra^fer ^A/T > )^ ^wH<?i and eP"P"head ^ephY genes' 
enimnlete eds ' ' - ' -' r * •' • . -\ • 1 


1.3 


4419 


AE003 106 


Drosophiia melanogaster genomic scaffold U20000 133860 18, . 
complete sequence 


0.007 


4421 


AB001919 


Oryza sativa DN A for phospholipase D, complete cds 


0.23 


4422 


AF2 16290 


Mus musculus heterochromatin protein 1 alpha mRNA, complete cds 


0.66 


4423 


/AF028828 


Homo sapiens Tax interaction protein 43 mRNA, partial cds 


0.18 


4424; 


AF0 11446 


Mus musculus granzyme K gene, complete cds . 


1.9 


: ; 4425 :> 


• AF200375 


Ceratosolen bisulcatus cytochrome oxidase subunit I (CQI) gene, 
partial cds; tRNA-Leu gene, complete sequence; and cytochrome \ 
oxidase subunit II (CON) gene gene, partial cds; mitochondrial genes 
for mitochondrial products ; 


0.68 
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SEQ ID 
NO 




:C*Av y-\ " ' HFSCR1P • ,- - •■•V : * •''*'•' .v ' • • 

. - • • • ; - • XVX-rOV—X\-l£ -' - • • 


P V AT 1 TF 


4426 


AF328031 


Zygoballus nifipes NADH dehydrogenase subunit I (ND1) gene, •• - 
partial cds; mitochondrial gene for mitochondrial product 


: . 1^7; ' : 


4427 


r\r l* o y y o j 


/\lUUdlld bLTdllllllCUo lUL<llxUniv U gCllC, pal Hal vAlb, iniLULlxUIlUxldl 
oAnp fnr mitnr w lir\nHri5il rvroHupt - v ." "i* 

tit<XlC XVJ1 lllllVJLflWJllvi.1 l£Xl pUJLlU.U'L ^ . 


Q 72 ' 


4428 


- -Z73253 


S.cereyisiae chromosome XII reading frame ORF YLR081\v 


0.19 


4429 


MM 01R706 


numu bdpieiib uypuiiLeiiCdi piuicin Lfisjrz^y / ozivii i j ^js^/a-M-iojv^, . • 
mRMA '-.:y ^ ;J : - • V-J v ! ->:>' .: - \ V ' \ "." ' - - v -' 4 . s 


1E-48. 


- V 1 ' 
4430 


;AF298209 ; 


j_xiuiyuoiciiuiiA u.iouuiu.euni nun jl/Xxv iciivjiidixopuouix 1 rvi_/ j Uj t ■ 

polyprotein (gag) and group-specific antigen (pol) genes, complete cds 


0.74 


4431 


A I976QQ1 


\yfnc tnii cpi iluc tiQrficil mRMA fnr f ? MiV3<r.'nrritpiri 
IVXIXb .IHU0L1U.IU0. pdilloX iiLTvLN/A. xlfi v^ipyv piVJlClix 


0 070 • - 


,4432 




Human endogenous retrovirus HERV-K(II) DNA, complete sequence 

0 r» H flunlflTI (7 fPOIOTl "- ■ - -»~- •* ' • ' ' L "■ ' 


0 13 ; ; 


4433 


T 40^RO 




0.027 


4434 


K02592 


\ /T 1 Tno r^"\TA' /^f»ITnlciT* rnmt^fMiPtit ftiit iri^r?! nt^c M^\( x OTC\f\r\T\ i\t\f\~ • 
lVIOllbe IviNrV, CCllulal L-LHIipUlieilL Lllal IIltUldlCIs.lllLCgiaLllJll allU. 

excision of polyoma virus DNA • -■■■■'[■ ' : o.. 


• 0:38 


4435 


" tv*17r? V 


^InhWp Y'oTPpn hahn^ t^'Tfr TRP (tptip for TATA-linx binHin^ nrntein 


15 


4436 


AKO 19649 


ivius muscuius auuii nidie lesus cl'in/v, kijmc.in juii-ieiigui enriciiea 
library, clone:4930480H6, full insert sequence •• 




4437 


1 V U 36777 ' 


Carassius auratus aldolase C mRNA, complete cds 


0.094 


4438 




v^deiioriiaouiiia eie^ciiia cosmiu ru^Li i 


0 79* 


4439 


iNlVl U1Z / jU 


xvaiuub iiorvegicuji lyrobine Kinase icLrcpuji ngdiiu. z ^ivcuz^, iiii\j.n/-v 




: 4440 


1V1 /tfUUU 


T^tnifri'^ ttiqIox/i tnvocin ViAivt/v- r*ViQin ctptip rfinrnlptp pHq 

131 u^id iii£ii<iyi iiiyvaiii iicdi\y uiidin gene, uuinpicic iuo 


0.073 


4441 


A.IVI U'tzOJO 


fTUlHU bdUlCllo LULO / lO't ^wvO 1 XO 4 *^, llirviN/A. 


0.66 


4442 




Kallichroma tethys isopenicillin N synthase (pcbC) and alpha- 
diiuiiodiiipyi cysiciiiyi vdiiiic aynuicuioc \j^\svr\Ljj gciica, L<uiiipxcic tuo 


6 1 


4443 


A.JV1__UJ / ZO J 


Homo sapiens region containing hypothetical protein FL J 10549; ' 

Vi\mntnptipQV nrntpfn FT T10^17 C\ DlP89?S?\ mRMA v . > ' 

iiypouieucdi proieni rbjiuji / ^lyvj^ozz^z^, nii\iN/\ 




4444 


Arn^nn'70 

Ar i JUU fy 


tiUiito bdpieiib cionc r l^kajj / c> rrvuzojz iijycsaN/\, ouiiipicic ctia 


0 74 


4445 


AFfi5*6741 


rTr\mr\ CQnipnc fiill lf^noYfi incprt pT^M A rlnnp 

XiUlIlU bdpiCllo 1U-11 lCllglll llloC-1 1 Lr-L/lNjTV V^IUllL/ ZjL/z,71 vt , . , 


0.51 


4446 


AF767SRT 


OLillCLlOIlllIlULCrillt/o bdXdWdlxCllolp lyp 1111LVJ</11U11U.11cU. llUVJoUlllcll XVI > /A 

xtptip niirtiiil cpmiptipp* mitnplionHrijiV p^ptip fnr mitnphnriHrial nrnHiirt 


^ 4^6 > 


4447 


'AF170SS0 

.rVF 1 f\J JJ\J , 


A rjihirlnn<:i<; tlj^lijin^ pprmin-lil^p nrr>tpin 7 fOT.P7^ PPne crimnlete pds 

/AX aUlUvl/Ma IXldXiclXuX gv^lililii ixi\.v^ L/lv/t^'tAi / / f gv/iiv, \-v/ni(Jiv lv^ ^uj 


2 : v." 


4448 


AC084500 


Caenorhabditis briggsae cosmid G13G15, complete sequence 


0:66. 


4449 


^M23360 


Trypanosoma brucei cytochrome C mRNA, partial cds 


2.1 " ; 


4450 


AF236387 


Scliizosaccharpmyces pombe zinc finger protein Grtl (grtl) gene, ; 
complete cds ; • :> . . '• • 


0 076 


4453 


. XM1010610 


Homo sapiens hypothetical protein (FLJ10287), mRNA 


0.027 


4454 


AY021908 


Oryza sativa microsatellite MRG423 3 containing (TA)X42, closest to 
marker C563, genomic sequence ■ ■ '■' 


; 0:025; \j 


4455 


; AK021675 


Homo sapiens cDNA FLJ11613 fis, clone HEMBA 10040 12 


0.073 : 
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: - Table 3A Nearest Neighbor (BlastN vs. Genbank) . " - • 


JNU . 


ACCESSN 


■;::P'.%V.'}T. : - (..< : V: , ' • : ' descrip ■ ' ' , x • 7 '* ' : • ;i 


P VALUE 


A A 

44 jo 


NM_030995 


Rattus norvegicus Microtubule-associated protein la (Map la), mRNA 


1.8 " 


4457 


' AFO 1529.8 


Human herpesvirus 6 1E-2 protein (ie2hom) gene, complete cds 


. 0.058- 


4458' 


XM_011297 


Homo sapiens hypothetical protein FLB3342 (FLB3342), mRNA 


0.0000009 


4459 


AE006714 


Sulfolobus solfataricus section 73 of 272 of the complete genome . 


0.002 


4460 


AE001434 


Plasmodium falciparum chromosome 2, section 71 of 7 3 of the 
complete sequence ' ^ ' ; • ! • "v .-y. • " 


0.004 


A A C 1 

4461 


AF068270 


Rachiplusia ou nuclear polyhedrosis virus protein-tyrosine : 
phosphatase (ptp), late expression factor-2 (lef-2), occlusion matrix 
protein (polh), capsid-associated protein, and protein kinase (pkl) 
genes, complete eds; and unknown genes 


0.027 • 


4462 


AKO 15582 


Mus musculus adult male testis cDN A, R1KEN full-length enriched 
library, clon6;49304770 15, full insert sequence ; • 


0.08 


4463 


XM_039778 


Homo sapiens HSPC047 protein (HSPC047), mRNA 


0 


■ A AHA 

4464 


: ■ S73580 


putative polymerase... capsid protein [potato aucuba mosaic potexvirus 
PAMY, Genomic RNA Complete, 6 genes, 7059 nt] > 


0.071 : 


A ACS. 

44o J 


XM_0 16858 


Homo sapiens LOC87857 (LOC87857), mRNA 


3E-13 


■A AHH 

44oo 


: AE004427 


Vibrio cholerae chromosome II, section 84 of . 93 of the complete 
chromosome : ' - '. ; ; - 


0.69 


; 4467 


AK025346' 


Homo sapiens cDNA: FLJ2 1693 fis, clone COL09609 : 


4.9 


A A HO * 

4468 


U89.926 


Drosophila meianogaster cut gene, partial sequence 


0.22 


4469 


X57171 


Dxaryophyllus CARSR12 gene - ; 


:2 


4470 


L36434 


Mus Musculus basic domairi/leucine zipper transcription factor : 
mRNA, 3' end of cds 'I ^ ' v 


' ^ 2 ; -' ; 


447 i 


; AF115469 . 


Arabidopsis thaliana cultivar Landsberg erecta Arac2 (Arac2) gene, 
complete cds . •v ".- /- 


.1.9 ; 


4472 


AB063169 


Petunia x hybrida tazl gene for tapetum-specific zinc finger protein- 1,. 
promoter region and partial cds 


0.64 : 


4473 . 


L41691" 


Bos taurus (clones L6, C15, C12, C8, C9, C17, C19, C12, €18, C5, ■ 
C6, C3, C13, C10, C47).mRNA, 3' end of cds . * * 


0:47 : 


4474 


U61463 


Human myosin Vila (MY07A) gene, 5' exon 36. 


. 0.0007 , 


4475 " 


;NMl;008992 


Mus musculus ATP-binding cassette, sub-family D (ALD), member 4 
(Abcd4),mRNA \ •'- 


1.9 


4476 


XM.050942 


Homo sapiens ribosomal protein L6 (RPL6), mRNA 


0.00009 


4477' 


AK005146 


Mus musculus adult male cerebellum cDNA, RIKEN full-length 
enriched library, clone: 1500004F 14, full insert sequence 


:• 0.71 . 


. 4478 


AF3 45089 


Hepatitis C virus isolate SCpreSC2cl4 nonfunctional polyprotein . 
gene, partial sequence 


. 0.71 


< t i t / y. 


AK008812 


Mus musculus adult male stomach cDNA, RIKEN full-length ^ > r 
enriched library, clone:22 10403 E 1 7, full insert sequence ; : , : / 


; 6:4 • 


.4480 


XMj)06983 


Homo sapiens A kinase (PRKA) anchor protein 3 (AKAP3), mRNA : 


- L6 


4481 


. X06438 


Soybean leghaemoglobin gene lba promoter region =. : - ; 


, 0.19 .. 


' 4482 ; 


AF020051 


Blackcurrant reversion virus RNA2: polyprotein mRNA, complete cds 


' o.7i ■ 
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. ' Table 3A Nearest Neighbor (BiastN vs. Genbank) 


SEQiD 
NO 


ACCESSN 


■; v DESCRIP . . \ 1 ■ . 


P. VALUE 


4483 


XM 051560 


Homo sapiens peroxisome proliferative activated receptor, gamma . 
(PPARG), mRNA 7 < v : " 


0^6 


4484 


AB023481 


Cyprinus carpio mRNA for mitogen activated protein (MAP) kinase. >. 
p38, complete cds . - V ' 


6:3 T 


■4485 . 


: AJ250933 


Homo sapiens partial SIP 1 gene for survival interacting protein 1, 
exons 3-4 : 7"' ; "; '/•.••V ; ; \' • >" • '.'--V 


'/^ 2.2' 


4486 


XMJ)39989 


Homo sapiens microfibrillar-associated protein 3 (MFAP3), mRNA 


: 0.69- 


4487 


XM_047554 


Homo sapiens similar to KIAA1473 protein (H. sapiens) (LOC92830), 
mRNA / ' :' '-• *• " '•• [..■: '■■ ■ : - 


J ■ 6.7 'i 


4488 


AB042411 


Homo sapiens strg gene for striatum-specific G potein-conpled 
receptor, complete cds • ; • : 




4489 


XM_035221- 


Homo sapiens ancient ubiquitous protein 1 (AUP1), mRNA 


r 0.16 


4490 


D 14061 • 


Schizosaccharomyces pombe mRNA for ORF 


0.015 


4491 


•-AE001426 


Plasmodium falciparum chromosome 2, section 63 of 73 of the 
complete sequence 


0.074 


4492 


Ml 8349 


Rat leukocyte common antigen (L-CA) gene, exons 1 through 5 


0.16 


4493 


AF020726 


Tetrahymena thermophila phosphoglucomutase (PGM1) gene, >-/ 
complete cds 


'0058 


4494 


M80241 


Caenorhabditis elegans unc-6 gene, complete cds 


2.1 • 


4495 


. - U67234 


Human clone HS5.29 Alu-Ya5 sequence 


0.083 


4496 


AK000864 


Homo sapiens cDNA FLJ 10002 fis, clone IIEMBA 1000046 


o.ooooi- 


4498 


■ AK024393 


Homo sapiens cDN A FLJ1433 1 fis, clone PLACE4000320 . 


0 064 


4499 


AF071754 


Mus muscuius DNA cytosine methyltransferase mRNA 


• 0.21 


4500 


XM^047325 


Homo sapiens hypothetical protein LOC57 187 (LOC57 187), mRNA 


' o : ' 


4501 


XM 043434 


Homo sapiens villin-iike (VILL), mRNA 


1:8 


4502 


NM 032675 


;. ; : \ : ■ - . ; . : : . ■'• '. - ■ • 
Homo sapiens hypothetical protein MGC10954 (MGC10954), mRNA 


.0.0008 . 


4503 


AL589203 


Human DNA sequence from clone RP1 1-391F23 on chromosome 6 V 
complete sequence [Homo sapiens] 


'0.0003 


4504 


M86544 


Cow prostaglandin F synthetase II (PGFSII) mRNA, complete cds " 


0.66 


4505 


. AF339782 


Homo sapiens clone IMAGE: 187 1 856, mRNA sequence 


. o 


4506 > 


Z74196 


S.cerevisiae chromosome IV reading frame ORF YDL148c 


: 6,2 


4507 


AF01275 1 


Danio rerio olfactory receptor protein 2.4 mRNA, complete cds 


6.8 


4508 


AF 184796 


Arabidopsis thaliana inhibitor tagged site ITS29 genomic sequence • 


■ "' : ". i ' 


4509 


AE006187 


Pasteurella multocida PM70 section 1 54 of 204 of the complete 
genome ' V • / :: ! - . . ; r ' • ' :; - 


'• r '1.8 : ' V; : 


4510 


AJ272171 


Podospora anserina degenerate gypsy-like retrotransposori Yeti 


0.074 


4511 


AK024656 


Homo sapiens cDNA: FLJ21003 fis, clone CAE03685 


1E-90 


4512 


NCJ)02629 


Lithbbius forficatus mitochondrion, complete genome 


0.066 


.4513 


: X87205 r 


M.fa^cicularis mRNA for metalloprotease-like, disintegrin-like , • 
protein, IVa • K ^'6->r ;: J. ; - • •• "; • '• -f'--^' 


4.9 
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r. " Table 3 A Nearest Neighbor (BlastN vs. Genbank) ,. V-V 


SEQ ID 
NO 


ACCESSN 


: : ■ ; ■ • • • - • descrip ■ i- : J • :•■ v'\> -V 


RVALUE 


4514 


XM 011595 


Homo sapiens CDC10 (cell division cycle 10, S. cerevisiae, homolog) 
(CDC10),mRNA : ' ; ' ; : . ; \ 


5E-47 


4515 


. AK021537 : ' 


Homo sapiens cDNA FLJ11475 fis, clone HEMBA1001734, 
moderately similar to CADHERIN-1 1 PRECURSOR : ; ■ 


• 0.068 ',' 


4516 


AB044877 


Equus caballus DNA, microsatellite TKY377 


0.076 


4517 : 


AC079391 


Homo sapiens clone CTD-2243M1 1 ; complete sequence *. ; ■' 


0 00001 


4518; 


AK000932 


Homo sapiens cDNA FLJ 10070 fis, clone HEMBA1001581 


. 0 ; 


: 45 19V 


" AE001376 V 


Plasmodium falcipanim chromosome 2, section 13 of 73 of the • 
complete sequence . ••" / ' ' S 'v-/.v -<•• 


0.24' V 


4520 


XM_040095 


Homo sapiens hypothetical protein (DKFZP434G03 10), mRNA 


• 1,8 ; 


4521 


AF224317 


Gallus. gallus Frizzled-7 (cFz-7) mRNA, complete cds 


• \; 1,5: ; . 


.4522 


• AE001155 


Borrelia burgdorferi (section 41 of 70) of the complete genome 


• 2 .:; 


4523 . 


AJ313130 


Medicago truncatula transposon (C ACTA type), clone 65K06 


: . 2 - • 


4524 : 


AF020187 


Amblyomma americanum ecdsytcroid receptor (AamEcRAl) mRNA, 
complete cds • y. " : . ' • • ; • : ■ - ' 


6.3 : 


;4525:; 


; AP00024? 


Homo sapiens genomic DNA, chromosome 21q22.1, D21S226-AML 
region, clone:B762015, complete sequence v"' 


2E-19 


4526 


AF2 18380 


Mus musculus CBLN3 (Cbtn3) gene, complete cds 


0.69 


4527 


AP000601 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: MJL14 


0.029. t 


4528 


AE001140 


Borrelia burgdorferi (section 26 of 70) of the complete genome 


0.64 


4529 1 


AL358852 


Human DNA sequence from clone RP1-317N9 on chromosome 6, . 
complete sequence [Homo sapiens] 


2- 2 ■ - 


4530 


NM_024596 


: • •'- '. v V' -V.' : > ■'. , • 
Homo sapiens hypothetical protein FL J 12847 (FLJ12847), mRNA 


0.82 


453 1 1 


\:X12918 


Human Na+,K> ATPase gene part of intron XVI (alpha Ill isoiorm) 


0.0003 


4532 • 


AF298180 


Caenorhabditis elegans tropomyosin isoform IV mRNA, complete cds 


0.57 


4533..; 


M21590 


Mmycoides capri Gly-tRNA gene 


V 0:48 


4534 


AF250227 


Homo sapiens adenylyl cyclase type VI gene, partial cds 


0.19 


4535./ 


v Z36061 


S.cerevisiae chromosome II reading frame ORF YBR192w 


0.071 


4536 


' ' ' :: 
• '" :? V'v' : 
AF006510 


Endogone pisiformis 18S ribosomal RNA gene, partial sequence, . : 
internal transcribed spacer 1, 5.8S ribosomal RNA gene and internal 
transcribed spacer 2, complete sequenced and 26S ribosomal RNA 
gene, partial sequence v : : • V- ! 


.0.08 


-4537' 


. D88262: ; 


Pisum sativum PsCHS5 gene for chalcone synthase, complete cds 


0.075 


4538 


V 'L31504 ; > 


Neurospora crassa cytoplasmic dynein heavy chain (ro-1) gene, / ^ 
complete cds / ■ ; i v : - • 




4539' 


• ; S81605 ,; 


S100 beta =neural calcium binding protein beta subunit {5' region} 
[rats, Genomic, 2279 nt] 


.0.66 


4540 


X95275: 


P. falciparum complete gene map of plastid-like DNA (IR-A) 


0.23 


4541 


: T VU18868 / 1 


Squalus acanthias multifunctional protein CAD mRNA, complete cds 


.0.024 
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:,v/ , Table 3 A Nearest Neighbor (BlastN vs. Genbank) 


CCA TT"\ 

bh^i ID 
INU 


• ACCESSN 


. >/ 'r • '-. : \ " [ . ' ■:..-[ •■•;"\V; 

: V "' V -' DESCRIP .'. ■ - ,- ' ."; 


P V ALUE 


' A^A 

4?4z 


AF184835 . 


Arabidbpsis thaliana inhibitor tagged site ITS68 genomic sequence 


: 0:71 - 


4543 


;AL5 13350 


Human DNA sequence from clone RP1 1-509D8 on chromosome 9,. 
complete sequence [Homo sapiens] :■■'[ • '.V; 


0:64 


4544 


Z68107 


Caenorhabditis elegans cosmid F48G5, complete sequence 


• - 2 • 


. 4545 


AK002184 


Homo sapiens cDNA FLJ11322 fis, clone PLACE 10 10329 


0.71 


4546 


U00025 


Caenorhabditis elegans cosmid PAR2, complete sequence 


,0.46 


.4547 . 


: •U39548: 


Mcloidogyne artiellia mtcuticline-1 gene, 5' upstream region 


0.64 


4548 


AK024271 


Homo sapiens cDNA FLJ14209 fis, clone NT2RP3003346 


0.0003 


4549 


AF248989 


Arabidppsis griffithiana chaicone synthase gene, promoter region and 
partial cds • . : . ' • •' •' • • • ' * . v : -•'V-'-v 


)}03 • • 


x 4550 


AF081208 


Monoclea gottschei subsp. gottschei tRNA-Thr/tRNArLeu intergenic 
spacer, partial chloroplast sequence ' 


• 0.009 


4551 


XM_()()277() 


Homo sapiens hypothetical protein (FLJ10996), mRNA 


5 : 8 ' 


4552 


AF035672 


Mus musculus MHC class I related protein 1 (MR 1) gene, complete 

cds ; • • • •• " •'; . • • ■ ■ ■ ", 


1.1 


4553 


AF374466. 


Macrobrachium intermedium 16S ribosomal RNA gene, partial : . 
sequence; mitochondrial gene for mitochondrial product r V- 


5.9 V 


4554 


: ' S80559 ' 


pdm-2=POU domain gene (Drosophila melanogaster, mRNA, 2171 

nt] :. - > : -'V- -*>v 


0.009 


" '/err 

4555 


AY029489 


Homo sapiens aminophospholipid-transpprting ATPase (ATP 10C) . 
gene, exon 3 •; • :' . ■ 


1E-89 


4556 


NM-^026255 


Mus musculus REKEN cDNA 4930433D19 gene (493()433D19Rik),. 
mRNA }':■ ' •*: : V ^ • ^---v. ••>•;• J": ' v : ... -;. 


•:':' : "2.2 : . ; 


4557 


AJ276163 : 


Homo sapiens partial GDI! gene for uridine diphospho-glucose .y : 
dehydrogenase, exons 8-11 . ' ' ," 


0.0002 


4558 


NC__001566 


Apis mellifera ligustica mitochondrion, complete genome 


0.19 . 


4559. 


BC003453 


Mus musculus, calreticulin, clone MGC:6209 IMAGE:2655918, , ; 
mRNA, complete cds - : 1 


"•'•2- 


4560 


XM_048784 


Homo sapiens mature T-cell proliferation 1 (MTCPi), mRNA 


.0.62 


4561 


■ AF 119845 


Homo sapiens PRO 1304 mRNA, complete cds 


0.01- 


4562 


AF251477 


Plasmodium berghei glutathione reductase gene, partial cds 


0.053 


4563 


XM_0 18443 


Homo sapiens ATPase, Na+YK+ transporting, beta 3 polypeptide ;. 
(ATP1B3); 3 mRNA .vi-i ; : . 


2 • ;•; 


4564 


AF145282 


Trichomonas vaginalis calcium motive P-type ATPase (CA-2) gene, ; 
partial cds ,vT - ; •""• V : ■ ; • • 


0:11 


4565 


AF280548 


Homo sapiens neuropilin-1 (NRP1) gene, exons 1, 2, and partial' cds 


? y 2A ' ':.} 


4566 


NC_002253 


Buchnera sp. APS plasmid pLcu, complete sequence • 


,0.24 


4567 


■ AJ238613 : 


Gallus gallus mRNA for teneurin-1 


. 0,61 




Y08926 . 


P.faleiparum mRNA for AARP 1 protein, partial 


0.21 


4569 


Z86105 


A.thermophilum celA gene arid manA pseudogene 


0!69 


4570 


AL583902 


S.pombe chromosome I pi p32A8 


1.1 


''457.1. 


AL358951 


Human DNA sequence from clone RP3-456L 16 on chromosome 6, : . 
complete sequence [Homo sapiens] ; ' *. 


0.072 


4572 


; AJ001164 


Drosophila melanogaster additional sex combs cDNA sequence 


' 0.1 
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:/ ; ■-. •" Table 3 A Nearest Neighbor (BlastN vs. Genbank) : • 


NO 


. ACCESSN 


- • :. ' V- /,:-• — DESCRIP 


P VALUE 


4573 


; Af 30 1004 


Schistosoma mansoni thioredoxin peroxidase 3 (TPx3) gene, complete 

cds ' ,y - . ' • 1 . ' \ • v. 1 ., ' : 


0.19 . 


4574 


AF276995 


Xenopus laevis homepbox protein Six4.2 (Six4.2) gene, partial cds 




4575 


BC007465 


Homo sapiens, clone IMAGE:3828547, mRNA 


0.00002 


4S76 


AL589824 


Human DNA sequence from clone RP11-76G1 1 on chromosome X, . 
complete sequence [Homo sapiens] ' ^ " 


. 0.17 • • 


4577; 


AF15M71 


Grnithorhynchus anatirius mannose 6-phosphate/insulin-like growth 
factor 2 receptor (M6p/Igf2r) gene, exons 2 and 3 and partial cds 


,0.67 . 




. AK000883 


Homo sapiens cDN A FLJ 1002 1 fis, clone HEMBA 1000568 


.0 . 


4579 


XMO 16630 


Homo sapiens KIAAI046 protein (KIAA1046), mRNA 


1.1 


tJOU 


NM__0159O6 


Homo sapiens transcriptional intermediary factor 1 gamma 
(TIF 1 GAMMA), transenpt variant alpha, mRNA 


- -:.2 • : 


4- Jo 1 . 


•AF274053 


Xenopus laevis maxi-K potassium channel alpha subunit Slo mRNA, 
complete cds .Y ;:• ' . •' -'/Y 


0.19 




' AB035874 


Pseudoregma pendleburyi mitochondrial genes for small subunit 
rRNA, tRNA-Val, large subunit rRNA, partial and complete -Y 
sequences/ • ' . ' : ? j-p - ■ ■; ' 


0.003 




'AF277081 


Ajellomyces dermatitidis strain 104 blastomyces yeast phase-specific 
protein 1 (bysl) gene, complete cds ; • ; 


0.26 


4S£4. 


AF334561 


Homo sapiens chromosome Y landmark: proximal . external boundary 
of P7 VCY inverted repeat 


: 0.69 


4585 


, X55197 


P.yoelii YEL6 gene for ATPase ; ' . - ; 


\ .0.23 




L32141 


Mitochondrion Lymantria dispar ribosomal RNA large subunit 


0.008 , 


/t JO / ; 


, AF272001 


Ebola virus subtype Zaire strain Mayinga complete genome 


. ; 1,5 '. 


4588 


; 'AE004405 


Vibrio cholerae chromosonae II, section 62 of 93 of the complete 
chromosome > - • * : v ; v : - 


: 1.9, 




XM_0 10966 


Homo sapiens debranching enzyme (S. Cerevisiae) homolog 1 ^ 
(DBRl), mRNA V \ \C 




4591 


■\ U68246 


Dictyostelium discoideum WacA (wacA) gene, complete cds 


0.002 . 


4592 


XM 047617 


Homo sapiens KIAA1349 protein (KIAA1349), mRNA 


0.027 


4593 


AK003428 


Mus musculus 18 days embryo cDNA, RBCEN full-length enriched 
library, clone: 1 1 10004J07, full insert sequence 


2.2 


tJ7f •? 


XM1029072 


Homo sapiens LOC89256 (LOC89256), mRNA 


0.009 


4595 


L43549 


Buchnera aphidicola aspartyl-tRNA synthetase (aspS), thioredoxin 
reductase (trxB), seryl-tRNA synthase (serS), phosphpserine* 
aminotransferase (serC), 3 -enolpyruvylshikimate-5 -phosphate • ■;' 
synthetase (aroA), ribosomal protein SI (rpsA), integration host fa> , 


: 0:21 


4596 


AK023907 ' 


Homo sapiens cDNA FLJ 13845 fis, clone THYRO 1000815 


.0 


4598 


; AB042649: 


Watermelon spotted wilt virus nss, np genes for non-structural, 
nucleocapsid protein, complete cds, isolate: WS-0 


0.024 


4599 


- D85547« ; 


Bacillus sp, DNA for. cytochrome c oxidase subunit 1,11 and III, • 
complete and partial cds ' : ; - " . ' ' • > ' 


>>0.23 
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■-Jh-' y- " y Table 3A "• Nearest Neighbor (BlastN vs. Genbank) •;• , - ' 


SEQJP 
NO 


ACCESSN.- 


% r - DESCR1P ■•-'■.-'? \' : '::C'-r 


P VALUE 


4600 


^29252 


Human (clone D 13-2) L-iditol-2 dehydrogenase gene, exon 4, exon 5, 
exon 6 and exon 7 . / - 


: 2E-08 ' 


4601 


AE003872' 


Xylella fastidiosa 9a5c, section 18 of 229 of the complete genome 


V 1.5 


4602 


U29924 


Human AMP deaminase (AMPD3) gene, exon 12 


0.0003 


4603 


AJE000653 .. 


Helicobacter pylori 26695 section 13 1 of 134 of the complete genome 


0.75 : "" 


4605 


' AP001235. 


Homo sapiens genomic DNA, chromosome 2pll.2, clone :cos607/7B8 


<;' 0.024 ; 


4606 


, AF207725 


Mustela lutreola isolate D23 mitochondrial D-loop, partial sequence 


0.028 


4607 


AE007377 : 


Streptococcus pneumoniae section 60 of 1 94 of the complete genome 


0.083 


4608 


XM_0 18430. 


Homo sapiens LOC88330 (LOC88330), mRNA . 


4E-27:- 


4609 


;•: ; •; ; \ ■ 
AF273674" 


Plasmodium falciparum DNA-dependent RN A polymerase (TRNAP) 
gene; complete cds; nuclear gene for probable mitochondrial product 


0.002 


4610 


;AY0'18919 : 


Oryza sativa microsatellite MRG1244 containing (AT)X23, genomic 
sequence • "• ;'• - : ' " - • V : ' - 'V 


•'•6.7 ' 


4611 


AB025642^ 


Arabidopsis thaliana genomic DNA, chromosome 5, BAC 
clohe:T32G24 ' \ : ■■.■.'/ ^ •"' > : --' : >kl : ' . \ • ' \ : ;'J r. 


f - • 2A . ". 


4612 


X59275 


D.melanogaster mRNA for posterior sex combs , 


0.68 


4613 


AF 052959 


Homo sapiens type XV collagen (COL15A1) gene, exon 6 


0.71 


4614 


U32730V 


Haemophilus influenzae' Rd section 45 of 163 of the complete genome 


0.025 


4615 


AF2 12976- 


Bolitoglossa mexicana isolate MEX JSC cytochrome b gene, partial : 
cds; mitochondrial gene for mitochondrial product 


0.076 


: 4616 


: AF031493 


Cancer magister molt-inhibiting hormone precursor mRNA, complete 

cds " '•' v-vW-v; . •;■ '■; •' ;•; "■ > 


0.22 


4617 


AJ245965 


Danio rerio mRNA for pbxy homeodorriain protein (pbxy gene) , ? 


0.068 


4618 


XM_031524 


Homo sapiens AF15ql4 protein (AF15Q14), mRNA 


0 


4619 


AL096876 


S.pombe chromosome II cosmid c418 . 


0.001 


.4620 


XMJ)51190 


Homo sapiens similar to frizzled (Drosophila) homolog 4 (H. sapiens) 
(LOC93401), mRNA . •" v-' \ V ^ 


- 6 


4621 


XM 00541 1 


Homo sapiens interferon, omega 1 (IFNWl), mRNA 


0.22 


4622 


Z50156 


D.discoideum gene for 34 kD actin binding protein 


0.027 ? 


4623 


BC00618Z 


Homo sapiens, Similar to calmodulin 2 (phosphorylase kinase, delta), 
clone MGC:?15 tMAGE:35288l4, mRNA, complete cds 




.4624 


AF 10693 3 


Drosophila fnelanogaster plexin B (plexB) mRNA, complete cds ; 


0.66 


.4625 


, • • - -. .... . - r ■ ■ » / . 

' U44392 ' • 


Human Down Syndrome region of chromosome 21, clone , A12HL- 
IG10 X V V-" : X..\-\\:V": .: • Y'r ; ' ; 


0.077 


4626 


. AF145452 


Arabidopsis thaliana branched chain alpha-keto acid dehydrogenase 
El beta subunit (din4) mRNA, complete cds; nuclear gene for 
mitochondrial product ; ; V 


-•6.3 


4627: 


. AE006315 


Lactococcus lactis subspl lactis 1L1403 section 77 of 218 of the , ; - 
complete genome •? • . ',, . ■ - ; ;; 


:.' 0.62 \ 





v - Table 3A Nearest Neighbor (BlastN vs. Genbank) - • 


SEQ ID 

NO \ 


ACCESSN 


; • ,' • DESCR1P [:■■ ' ' \ ' • . i . • 


P VALUE 


4628 


. X55978 . 


T. brucei ESAG 8 gene for a leucine-rich repeat family protein 


0.24 


, 4629 


U41.529 


Caenorhabditis elegans cosmid EGAP3 


0.59 


4630 


. XMj)3?502 ; 


Homo sapiens associated molecule with the SH3 domain of ST AM 
(AMSH), mRNA . • ' •. ■ ' ■ ~ ' • ;/ 


5.3 


v 4631 


; AF 14 1650 


Nyctalus noctula microsatellite P223 sequence 


1.5 


4633 


..■ 'O-- • ' ■ : " 
• AL096887 ' 


Human DNA sequence from clone RP6-152C18 on chromosome 
Xq26: 1-27.3, complete sequence [Homo sapiens] " 


. 0.02. 


4634 


: AL137458; ; 


Homo sapiens mRNA; cDNA DKFZp434E222 1 (from clone ;-V \i' ;.. ' 

DKFZp434E222i) ^ ""-v V : : ; v' : '•'>'. VV" /•-V," % ' . 


: 0.074 


.4635 


AE002292 


Chlamydia muridarum, section 24 of 85 of the complete genome 


5:1 


4636 


XM__048200 


Homo sapiens KJAA0276 protein (KI A A0276), mRNA 


• 5.4 


4637 


AF017041 


Diclyostelium discoideum LTR-retrotransposon Skipper, partial 
genomic sequence, 5' end / 'r-'y'. ^ : • v ; 


0.16 


4638 


Z98853 .;• 


Caenorhabditis elegans cosmid R08A2, complete sequence 


5 : 7 , 


4639 


XMJ) 17899 


Homo sapiens LQC8963 5 (LOC89635), mRNA 


0 


4640 


BC006943 


Mus niusculus; Similar to RUCEN cDNA 323040 1N03 gene, clone 
MGC:6906 IMAGE: 265 5807, mRNA, complete cds \ 


.2 


4641 


AF275345 


Lycopersicon esculentum MADS-box transcription factor jointless 
gene, complete cds- '■'-«; ;.;V; 


0.62 • 


4642 


AK0186T2 


Mus musculiis adult male cecum cDNA, RIKEN full-length enriched 
library, clone:91300llLll, full insert sequence ^ - i 


' 1.9 


•4643 


AE006568 


Streptococcus pyogenes Ml GAS strain SF3 70, section 97 of 167 of = : 
the complete genome , • " • 


' = • 

6.6 


4644 


AF057019 


Pictyosteliurn discoideum interaptin (abpD) gene, complete cds 


0.67 


4645 


XM_p 10198 


Homo sapiens immune dysregulation, polyendocrinopathy, ; 
enteropalliy, X-linked (IPEX), mRNA . " ■; r'\ 


5E-29 


4646 


NM_02259? 


Rattus norvegicus outer membrane protein (Omp25), mRNA 


IE- 14 


: .4647 


U08455 ? ; 


HIV-1 isolate 965 clone 26 from Malawi, envelope glycoprotein (env) 
gene, partial cds -'"-V : 


0.72 


4648 


AK023304 


Homo sapiens cDNA FLJ13242 fis, clone OVARC 1000578 


6 


4649 •' 


: U20803 ! 


Gallus gallus fibrinogen alpha and alpha-E subunit gene, exons 5 and 
6, and complete cds for alpha and alpha-E subunits - • 


2 . 


4650 


. • AF1 89768 


Homo sapiens leukocyte immunoglobulin-like receptor 5 (LIR5) gene, 
complete cds . 


. 0.025 . 


4651 


Ak002614 


Mus museums adult male kidney cDNA, RIKEN full-length enriched 
library, clone:0610012K15, hill insert sequence 


2 1 


4652 


AFO 10568 


Plasmodium falciparum microsatellite TA80 sequence. 


0.05 


\. 

■4653 


AF042283 ■ 


Schizosaceharomyces pombe sulfide dehydrogenase (hmt2) gene, ' 
complete cds / : ■ 1 V m V ^ : 


; 0.63 . 


A ' 
4o2>4 


Y16262 


Daucus cafota mRNA for neutral invertase 


0:22 


4655" 


XM_ 035796 


Homo sapiens hypothetical gene supported by AF00 1893; AH005586 
(LOC9 1063), mRNA ..' : > ; 


1.5 


4656 


AB008565 


Homo sapiens gene for deoxy lribonuclease II, 5 -upstream region 


0.73 


.4657 


' Y 17275 


Lycopersicon esculentum p69a gene, complete CDS 


.0.51 


4658 


... X03100 


Human HLA-SB(DP) alpha gene . . \ ' -. • 


• 0.23 






" . Table 3A Nearest Neighbor (BlastN vs. Gcnbahk) V',: '[ .. 


SEQ ID 
NO 


■ ACCESSN 


7 - ! - :- : : v- K^' r -->: • descrip - : \. :[ '' / ''-':/'' 


P VALUE 


'4659 


AL121822 . 


Human DNA sequence from clone 346P1 1 on chromosome Xq2 1.2- 
21:33, complete sequence [Homo sapiens] 


1E-08 


4660 


AE001813 


Thermotoga maritima section 125 of 136 of the complete genome 


: 0.18 


4661 


AK004553 


Mus musculus adult male lung cDNA, RIKEN full-length enriched • 
library, clone: 1200002022, full insert sequence - ; y 


; 0 61 


4662 


AJ387942 


Fagonia cretica chloroplast tRNA-Leu intron and trnL-trnF intergenic 
spacer ' • ' ' • •• " -, - • >"/•"•'•• ■■ '■■'/"■■C . ■. - ' 


0/6 


4663 


AB053560 


Carabus venustus subsp. liaoningensis mitochondrial gene for NADH 
dehydrogenase subunit 5, partial cds, isolate: 73 -Mo Ve99LB02 


'0.027 


4664 


f . Z78708 r ; 


Ksapiens flow-sorted chromosome 6 Hindlll fragment, SC6pAl4H12 


2E-63 


4665 


AFO 10563 


Plasmodium falciparum microsatellite TA73 sequence r ; . 


0.16 


4666 


AB030620 


Mus musculus Chetk-alpha gene for choline/ethanolamine kinase- . 
alpha, exon 4, 5, 6, 7, 8 


0:73 - 


4667 


L7.7036' 


Homo sapiens (subclone 5_d9 from PI H19) DNA sequence 


0.007 


4668 


; : 'U23037 - • 


Oryctolagus cuniculus eukaryotic initiation factor 2B-epsiion mRNA, 
complete cds ; . ' . \r< ■ - . v > .' - -.D \ 


,- 2.3 


4669 


AY031967 


fflV-1 isolate NC541 3-1 999 from USA pol polyprotein (pol) gene, 
partial cds y/";^ ■' " - 


0.67 


4670 


AF626069 


Homo sapiens phosphomevalonate kinase (HUMPMK1) gene, partial 

cds--' ' . v ' -V "' ; vV •". V • 


• 6.1 


4671 


XM 005151 


Homo sapiens RecQ protein-like 4 (RECQL4), mRNA 


6.1 


4672 


M34662 


Human chaperonin (HSP60) non-functional pseudogene 2 


5.3 \ 


4674 


'AF009255 


Homo sapiens putative chloride channel gene (CLCN6), exons 14, 15, 

16, and 17 . ';'".':• . • ';:/' ;' ' • '. ' : - ; 


2.1 


4675 


AF298224 


Homo sapiens RPCl-II 289E13 CD21 gene, partial cds 


0.00004 


4676 


NC 002087 


Plasmid pRL76 5, complete sequence 


• : 0.7 . 


4677 


; AF270613 


Homo sapiens clone 5qtel_ctg0024_c 1 03t3c80t7_stelrpt sequence 


0.078 


4678 


AP00.1467 


Homo sapiens genomic DNA, chromosome 2 1 q22. 3, v 
clone:21B27A14, telomere region, complete sequence 


0.000001 


4679' 


AY026945 


Rattus norvegicus T:G mismatch thymine glycosylate mRNA- . 
complete cds v - 


' 2.1 


; 4680 • 


NM_^0 17783. 


Homo sapiens hypothetical protein FLJ20357 (FLJ20357), mRNA 


6.67 : 


4681 


,;;: 'Z57523; : ;" 


H.sapiens CpG island DNA genomic Msel fragment, clone 182d9, , 
reverse read cpgl82d9.rt lb ^ . ' : 5 


: 3E-55 •• . 


•4682. 




Cryptosporidium parvum KSU-1 heat shock 70 kDa protein (hsp70) 
gene, complete cds . ••: '} 


; 0.076 


4683 


AF142642 


Picea abies isolate D nadl gene; intron b/c; mitochondrial gene for 
mitochondrial product ' "■ ' ' ; ; - * 


0.08 


4684 


■XM L 6l831'5', 


Homo sapiens nypothetical protein FLJ12078 (FLJ12p78), hiRNA 


V 0-64 :;t 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) ; • 


NO 


: ACCESSN 


^ v . 7 DESCRIP ^'Z':^ 


P VALUE 


4685 


U60297 


Gallus gallus DNA polymerase gamma mRNA, nuclear gene 
encoding mitochondrial protein, partial cds 


> 0.65 


,4-000 


= - Ml-7837 


P.mdanogaster (strain Ja-F) alcohol dehydrogenase gene (allele Adh- 
F), complete cds ' 7 : ; : • / ' : 3 - 


0.08 




; XI 7265 / 


Human germline kappa-immunoglobulin variable region (V-kappa-II) 
gene Vcc '.y"". •• • \- ' ■" • : 777-' ••. /•"^'• ;; *V r ..' : 


0.25' 


HOOO. : 


XMJ.030896 


Homo sapiens similar to hypothetical protein MGC5384 (H. sapiens) , 
(LOC90321)/mRNA • - ; V . . : ' - 


7E-32 


'tOoj* ... 


AF083064 


Mus museums paxillin-like protein (Hic5) gene, complete cds 


e-103 


d£QO - 
40VU 1 


X57248 


L.helveticus galK, gaJT and galM genes for galactokinase, galactose-!- 
P uridyl transferase and mutarotase, partial cds 


0.003 




; AF074020 


Mus musculus integral membrane protein 2 A (ltm2a) gene, complete 

cds '7- 7.'77 : ;' : ':: ■'. ' • 7 '-; ' 7 • 1 " 7- '. 


0.059 


4693 


D 17668 


Clostridium septicum gene for alpha-toxin, complete cds 


• 0.08 


,40:74 


AF089042 


Molothrus badius cytochrome b (cytb) gene, mitochondrial gene 
encoding mitochondrial protein, partial cds : ? - : • 


- 0.076 


-40:0 


AK004553 


Mus musculus adult male lung cDN A, RIKEN full-length enriched , 
library, clone: 1200002022, full insert sequence 


0.63 


4OV0 


AF047579 


Bacillus thuringiensis insecticidal crystal protein (NRcryV) gene, ; 
complete cds : / 


0.69 


4697 


AF049489 


Ganis familiaris factor VIII mRNA, complete cds 


6.3 


4698 


;X57599 7 


S.xylosus xylR, xylA, xylB genes for Xyl repressor, xylose isornerase, 
xyiulokinase : '7':! \ 77: '7.'"77 


.0.024 


4699 


L04873 • 


Mus musculus cystic fibrosis transmembrane regulator (CFTR) gene, 
exon 1 • and upstream region 


. 0.25 , 


4700 


XM_1041483 : 


Homo sapiens hypothetical protein MGC 15827 (MGC 15827), mRNA 


2 2 


4701 


U30355 ' • 


Plocamium cartilagineum complete internal transcribed spacer region 
including ITS 1, 5.8s rDNA and ITS 2 ; 


0.082 


: .4702 


AF3 46599 


Gallus gallus myostatin (MSTN) gene, exons 1,2 and 3 and complete 

cds . : ' ' V. •' '• • ••' V-'/';^'"' 


: 1.8 


4703 


XM_007118 


Homo sapiens A kinase (PRKA) anchor protein 1-1 (AKAP11), mRNA 


1 6.2 


Aid a 

4 /U4 


XM_042395 


Homo sapiens superkiller viralicidic activity 2 (S. cerevisiae homolog)- 
like (SKI V2L) V mRNA • " : • 7 


. 3,5. 


A Hf\^ ' 

4 /U3 


Z78791' 


H.sapiens flow-sorted chromosome 6 HindlH fragment, SC6pA16H6 


: 2E-08 


4 /Uo. . 


AJbUUo4UZ 


Lactocbccus lactis subsp. lactis IL1403 section 164 of 218 of the 
complete genome / - . : : ; : . 


' 7ft 7 


4707 


X97876 


H.sapiens EP4 prostaglandin receptor pseudogene C17 


6;6 


4708 * 


AP001438 ; 


Homo sapiens genomic DNA, chromosome 21q22.2, clone:T695, . : ; 
LB7T-ERG region, complete sequence 


Vo.oboi 


4709 


XM_049375' 


Homo sapiens\WW domain binding protein 4 (formin binding protein 

2'1):(WBP4); mRNA 7.; f- : 77 ; - - - 7- 7 


; 3E-16 


4710/ 


ABO 16828 


Luehdorfia longicaudata mitochondrial ND5 gene for NADII 
dehydrogenase subunit 5, partial cds 1 


. 0.45 ; 





'-•;"V \ Table 3A : Nearest Neighbor (BlastN vs. Genbank) r v "'■ 


SEQ1D 
NO 


ACCESSN" 


Z :-">' : DESCRJP ' :■ ' : y ' JZZ\J -< V .' 


P VALUE 


4711 


U23439. 


Bovine herpesvirus 4 1.1-kb mRNA 


0.64 


4712 


AP001438 : 


Homo sapiens genomic DN A, chromosome 21q22.2, clone:T695, . 
L137T-ERG region, complete sequence v V 


0.00003 


4713 


AP000378, 


Arabidopsis thaliana genomic DN A,, chromosome 5, BAC 
clone:T4M5 7 ; y ; '/ ' : ; , VV-.;r • • *•'•••<"- ' -'- 


,0.24 


4714 


AC064850 


Homo sapiens clone RP1 1-1 17H9, complete sequence 


0.009 


4715 


Z93943 


Human DNA sequence from cosmid U235H3 on chromosome X 


0.006 


4716 


AJ132901 


Drosophila guanche mitochondrial A+T-rich region 


0.052 : 


^ 4717: 


: AE006291^ 


Lactococcus lactis subsp: lactis IL 1403 section 53 of 218 of the 
complete genome ; 1 ; • . : - 


0^24 


4718 


• AF22774i : 


Rattus norvegicus protein kinase WNK1 (WNK1) mRNA r complete 

cds* i ; - H-'^^' : . -V'v " . •' 


6.1 


.4720 


Z73524 • 


S.cerevisiae chromosome XVI reading frame ORF YPL 168w 


• 0.072 


4721 


AF 142484 


Sebastes melanops micrqsatellite Sme2 sequence 


0,19 


.4722 : 


X51938 


D. melanogaster DNA for a region 3 ! to the white gene, corresponding 
to the FB-NOF insertion site in TE 146 


. ': 2 - : 


'4723/ 


Z80361 


H. sapiens HLA-DRB pseudogene, repeat region; 


0.55 - 


4724 : 


?AF3I26iO 


Plasmodium viyax clone C 1 9b thrombospondin-related adhesive 
protein gene, partial cds ' ; . :> - - ; 


2.Y 


, : 4725 


XM_017198 


Homo sapiens hypothetical protein FLJ12085 (FLJ12085), mRNA 


1E-35 , 


■4726 


AJ408943 


Homo sapiens chromosomal breakpoint fragment derivative 1 1/ 
MLL/AF4 fusion, patient UPN051 ' ^ 


POOL 


.4727 . 


, XM 050754 


Homo sapiens K1AA1594 protein (Ki AA 1 594), mRNA 


0.5 


4728 


AE002938 . 


Drosophila melanogaster genomic scaffold 142000013385520, 
complete sequence . V " :. 


0.008 


4729 


AE001390 


Plasmodium falciparum chromosome 2, section 27 of 73 of the 
complete sequence . ' ' . ' 


0.21 


4730 


AK000109 


Homo sapiens cDNA FLJ20 102 fis, clone COL04783 


2.1 


'4731, 


AF163325 


Trichoderma harzianum mitochondrial plasmid pThrl, complete 
plasmid sequence :> '-. 


0.028 


4732 


AL137277 


Homo sapiens mRNA; cDNA DKFZp434M1114 (from clone 
DKFZp434M1114) V; • / 


' 1.9 


4733 


U43145 


Plasmodium chabaudi repeat organellar protein gene, complete cds 


0.64 


:4734 


X71875 


H. sapiens gene for protein serine kinase PSK-Hl, first coding exon' 


.1.7 • 


: 4735 


•AE001479; 


Helicobacter pylori, strain J99 section 40 of 132 of the complete ' 
genome ' • vl^'-.' ~ y/''^' : ' " ■ '' . ' ' ' .*■;•'.«■- ■ 


0:74 , 


•4736: 


M29586 


Elops saurus Ig germlihe H-chain pseudogene V-region, partial cds . 


J 0:66 : 


.4737 


AK020838 


Mus museums adult retina cDNA, RIKEN full-length enriched 
library, clone: A930009F24, full insert sequence 


: 0:025 


4738 


: AB038343 ; 


Melon yellow, spot virus NSs and N genes for nonstructural protein ", 
and nucleoprotein, complete cds; isolate:Tospo-melo 


: 0 t 68 


4739 


AB005130 


Candida maltosa gene for EPD 1 , complete cds 


. 0:25 
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Table 3 A Nearest Neighbor (BlastN vs. Genbank) : •••<'• 


SEQED 
NO 


' ACCESSN 


'•" : \V : DESCRIP \ -y : ='■■■['■■/■( ; V ' . 


P VALUE 


;474() 


AF361581* 


Arabidopsis thaliana AT4g35320/F23E12_120 gene, complete cds v 


1:9 


4741 


Z75032 


S.cerevisiae chromosome XV reading frame ORF YOR1 24c 


0.025 


•4742 


•U 17681 


Human neurofibromatosis 1 (NF1) gene, exons 16, 17, 18 and 19a ■ 


0.45 


4743 


AK025048 


Homo sapiens cDN A: FLJ21395 fis, clone COL03 557 ■ 


0.66 


: .4744- 


AF 198444 


Homo sapiens 10q2 1 mRNA sequence 


: 0.008 


.4745: 


AE005556 


Escherichia coliO 1 57:H7 EDL933 genome, contig 3 of 3, section 175 

Of 2^K ^Vr-V' V;;?."^.^ V'**-'- . • -. '> . " '" • ^ 


-0.71 


4746 


"/X74784 . • 


M.musculus mk2e mRNA 


0.17 


,4747 


AB029480 


Oryzias latipes gene for Y3 olfactory, receptor, complete cds 


0.077 


4749- 


AF072932 


Medicago sativa cold acclimation responsive protein CAR1 (CAR1) 
mRNA, complete cds • • ; V 


0:66 ' 


7 4750 


AF 176056 . 


Capitorius sp 16S ribosomal RNA gene, partial sequence; , : ; 
mitochondrial gene for mitochondrial product : 


0.009 


.4751 


X03366 


Bovine spleen trypsin inhibitor II (SI) gene 


. 0.1? 


•4752 


L22951 


Human immunodeficiency virus type 1 (UG275) proviral DNA 
encoding env, tat, vpu, rev, and nef genes . 


a23 


• 4753- 


7 U95851 ; 


Amblyornma darwini 12S ribosomal RNA gene, mitochondrial gene 
for mitochondrial RNA, partial sequence 


5.4 i 


4754: 


AE001372 


Plasmodium falciparum chromosome 2, section 9 of 73 of the 
complete sequence • y ' \ " : J : . - -'y :/; * , ^ ■ ■ 


; 2.2 


.4755' 


AF147813 


Protrama radicis elongation factor 1 alpha gene, partial cds 


0.24 


4756 


; :; ;U77974 


Tribolium castaneum transcription factor homolog (Tc-eve) gene, 
complete cds '/- :"' :v 'v . [ ".' ;.. C>< : / ' 


0.003 


4757 


XMJH5423 


Homo sapiens KIAA0701 protein (ICIAA0701), mRNA 


. 6.3 ■ 


4758 


. J04357 


Red clover necrotic mosaic virus RNA-1, complete sequence %• 


0.96 


4759 


XM_010136 


Homo sapiens O-linked N-acetylglucosamine (GlcNAc) transferase 
(UDPrN-acetylglucosamine:polypeptide-N-acetylglucosaminyl 
transferase) (OGT), mRNA . 


^ 0.69 


4760 


XMj)30855 


Homo sapiens similar to KIAA1361 protein (H. sapiens) (LOC90315), 
rnRNA v \;^ : *^ ; :- >?:v ' ?;> ^ . - 


0.008 


4761 


AY031575 


HIV-1 isolate NG5000-1999 from USA ppl polyprotein (pol) gene, : 
partial cds ';' ' ' - 


/ 6;2 • . 


4762 


XM_007592 


Homo sapiens Homer, neuronal immediate early gene, 2 (HOMER- , 
2B)^ mRNA ^ ; . V * ' . : 


. 2.2 " 




ACO 16707 


Homo sapiens BAC clone RP1 1-221K4 from Y, complete sequence 


: 0,75 


i 4764 : 


/AF001848 


Oxytricha nova phosphoglycerate kinase (PGK) gene, complete cds 


;:; 5.7 • 


4765 


' BC006693 


Mus musculus, clone MGC:7897 IMAGE:3 582679, mRNA, complete 

cds . ; c v . \ ' ' : " • V • . ; ; > . '-' • - ; • ' 


1.9 


4766- 


. m574 X 


Homo sapiens (subclone 7_gl from PI HI 1) DNA sequence, complete 
sequence ■■ ■■ :'\'.:.:' ■ ; ' ■■ • '. ••• '' 


6.00003 


-4767. 


: U67508 ; • 


Methanococcus jannaschii section 50 of 150 of the complete genome 


V ,0.23 
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V ^ " Table 3A Nearest Neighbor (BlastN Vs. Genbank) 


SEQID 
NO 


ACCESSN 


: .' ' , ' ( ~ ' : DESCRIP V > \ '-^ ' ■ 


P VALUE 


4768 


AY021494 ■ 


Oryza sativa microsatellite MRG38 1 9 containing (TA)X27, genomic 
sequence T . - v. : :r ; ^: ' ; .V 1/; '; ' ' •'' ' 


0.023 


.4769 


; L75945 v 


Borrelia burgdorferi flagellar hook protein (flgE), flbD, flagellar • 
motor apparatus (motAB), fliL, fliM, fliZ, flagellar export apparatus 
(fliPQR, flliB), flhF, flbE genes : : ; " - : 


* 0.76 


•4770 


AL590606 


S.pombe chromosome II BAC pB7E8 


0.068 ; 


' 477 1 


• AF060728 


Conospermum mitchelii chloroplast atpB-rbcL intergenic spacer 
region; partial sequence : ; * ' 


- 0.2 : 


All! 


AB056833 


Macaca fascicularis brain cDNA clohe:QflA- 14255, full insert . 
sequence (■ r ^ : :• •' " ■ ' '' -V . 


0.068 


: 4773 


AP001416 


Homo sapiens genomic DNA, chromosome 21q22.2, clone:D34, 
LB7T-ERG region, complete sequence . - \ 


0.0003 V 


;;477.4 


XM_007838 


Homo sapiens nuclear factor of activated T-cells 5, tonicity-responsive 
(NFAT5), mRNA ' ' : . llr. A"'/, ' : / . Vv 4 : ' 


V 0.59 


,4775 


AC024777. 


Caenorhabditis elegans cosmid Y42H9AR, complete sequence 


0.74 


4776 


AF333186 


Dictyostelium discoideum beta-alanine synthase (pyd3) mRNA, 
complete cds ' • • ' * . ! '"' -v:' 


0.057 • 


4778 


• DO 1021 


Anthocidaris crassispina mRNA for dynein beta-heavy chain, [ 
complete cds ' :? "" : *;..\ v. :: ; \ ?\:-v : - 


0,69 


4779 


U65750 


Xenopus laevis fork head related (XFD-r). gene, complete cds 


0 : 079 : 


4780 


NM_008176 


Mus musculus GRO 1 oncogene (Grol), mRNA : 


: 1,8 . 


4781 


M88115 


Hylobates lar Myc gene, complete cds 


: v 0.73 V 


> 4782 


AP000388 


Arabidopsis thaliana genomic DNA ? chromosome '3, PI clone:MRI12 


0.022 


4783 


AE007246 


Sinprhizobiurn meliloti plasmid pSymA section 52 of .121 of the 
complete plasmid sequence . - - ^. V . - 


•^6 f 7 


4784 


XM_043069 


Homo sapiens KIAA 1464 protein (KIAA1464), mRNA 


. 0.08 


4785 


U41482 ; 


Human Down Syndrome region of chromosome 21 genomic sequence, 
clone A39D1-1H8 . 


0:001 


4786 


•AL 110 134 


Homo sapiens mRNA; cDNA DKFZp564H072 (from clone ; - 
DKFZp564H072), - ; - • ' ' U v ; ^ ^ 


0.058 


4787 


XM 005044 


Homo sapiens KIAA0628 gene product (KIAA0628), mRNA 


0.002 


4788 


XM_052430 


Homo sapiens E3 ubiquitin ligase SMURF1 (SMURF1), mRNA 


2E-30 


; 4790 


NM_031320 


Rattus norvegicus cadherin EGF LAG seven-pass G-type receptor 3 
(Gelsr3), mRNA ' • - . . "• . , ■ •: > h ; i ' •• ; 


1.9 . 


4791 


AF 184590 


Plasmodium falciparum ADA2-like protein gene, partial cds 


0.009 


4792 


AF061434 


Vicia faba amino acid transporter a ( AAP A) mRNA, partial cds . 


1.9. 


4793 ; 


AL1 17594 


Homo sapiens mRNA; cDNA DKFZp564Cl 563 (from clone ; ; 
DKFZp564C1563): ; : ^ • \, v • ';' - : i ' ,:[■ .. : : V- . 


0.074 


4794 


AJ133025 


Megaselia abdita zen gene, exons 1-2 


0.02 


4795 


XMjJ)33087 


Homo sapiens hypothetical protein FLJ20359 (FLJ20359), mRNA 


0.024 . 


4796 


; AE001462 


Helicobacter pylori, strain J99 section 23 of 132 of the complete : 
genome- '• ' ' : r. . ,. •.. •' • '•" . •.' 


' 1.1 


;. 4797:: 


XM_0428 14 


Homo sapient 


0.063 
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•> ,: s---' Table 3 A Nearest Neighbor (Blast N vs. Genbank) > v : 1 


NO 


ACCESSN . 


DESCR1P s - ".' v •; — ' •" V 


tS t r a t t i i -» 

P VALUE 


4798 


AL137325 


Homo sapiens mRNA; cDNA DKFZp434M0835 (from clone 

AT/r7« A "J A A /AO'? C\ -. * ' "• • • " .' ; - - 

Ui<LrZp434iV10o35) ; - v: 


2E-14 


4799 


AB030620 ; 


Mus musculus Chetk-alpha gene for choline/ethanolarnine kinase- 
alpha, exon 4, 5, 6, 7, 8 ; . • 


0.64 


4800 


AB037417 


Oryza sativa gene for aspartate carbamoyl transferase, complete cds 


0.026 


4801 

tOV JL 


AK024522 | 


Homo sapiens cDNA: FLJ20869 fis, clone ADKA02377 


~. 0:21 "... 


4802 


X62463 . 


R sapiens 3 flanking region for estrogen receptor (placenta) gene 


0.7 


480^ 


AE001127 


Borrelia burgdorferi (section 13 of 70) of the complete genome . v 


0.2 


4804 


Z70751 


Caenorhabditis elegans cosmid Fl 1 A3, complete sequence 


0.22 


4805 


XMJ)38231 


Homo sapiens KIAA0793 gene product (KIAA0793), mRNA 


6E-53 


HOUU 


AF223425 


Mus musculus MAB21L2 (MAb2112) gene, complete cds 


4.5 ; 


HOU / 


XM__039048 


Homo sapiens hypothetical protein MGC1 1303 similar to Zink 
transporter 2 (MGC 11 303), mRNA 


' 2 


.4808 


U75604 ' ; 


Tilapia nilotica type I estrogen receptor mRNA, complete cds 


0.057 


4800 


XMJ) 15243 


Homo sapiens stimulated trans-acting factor (50 kDa) (STAF50), > 
inRNA '•. /■ -•''• : -;'-' / V?''. 


1.7 


48to 


AF247970 


Caenorhabditis elegans cell cycle checkpoint protein Rad9 gene, \ : (. 
complete cds 


0.008 


Aft 1 1 


XI 2574 


Parsley PcPRl-2 mRNA for pathogenesis-related protein type A 


." 0.077 


4812 


AF332562 


Simian vims 40 strain 777, complete genome 


' 0.64 


4813 


XM005118 


Homo sapiens general transcription factor IIE , polypeptide 2 (beta « 
subumt, 34kD) (GTF2E2), mRNA 


••. 1 \ ; 


481 4 


BG006700 


Mils musculus, Similar to RKEN cDNA 23 10035M22 gene, clone 
MGC:6680 1MAGE:350 1285, mRNA, complete cds 


0.21 


481^ 


AB025319 , 


Yaba monkey tumor virus DNA, BamHl restriction fragment E, M • 
and partial C, partial and complete cds . ; 


0.18 




XM_048433 


Homo sapiens ATPase, H+ transporting, lysosomal (vacuolar proton 
pump), subumt 1 (ATP6S1), mRNA 


0.55 


4817 


Y11095 


Rice stripe virus RNA 3 


5.9 


4818 


: AL589991 


Human DNA sequence from clone RP11-241J5 on chromosome 6, .-- 
complete sequence [Homo sapiens] ; . 


.. 3E-78 


481 Q 


: XM_043498 


Homo sapiens G protein-coupled receptor 44 (GPR44), mRNA • 


0.0002 




XM_047477 


Homo sapiens KIAA1638 protein (KIAA1638), mRNA 


0.077 


489 I 


AJ242480 


Streptococcus thermophilus ORF1, ORF2, ORF3, ORF4, ORF5 and 
ORF6 DNA, strain StO • . 


0. 18 


4899 


XM_6 16395 


Homo sapiens region containing hypothetical protein; mutL (E. coli) 
homolog 3 (LOC82389), mRNA 


' ; 6E-74 


4823 


XMJ)43492 


Homo sapiens 42259 (KI AA 1728), mRNA 


0.0000006 


4824; 


/ L43603 


Gallus gallus Na+/K+- ATPase alpha- 1 subunit gene, promoter region 


041 - 


4825- 


AF257746. 


Rattus norvegicus multidrug resistance protein la (Pgy 1) mRNA, 
complete cds. : , . - i ; .-• ; >> * * ' ■ ; ' 


• . 0.5 - : 


4826 . 


X68794 ' 


D.melanogaster "ten-a" mRNA for secreted protein 


1-.2: 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) - ; v ■ 


SEQ1D 


• ACCESSN 


/.; DESCRIP. . : • 


I"» X T A T I TP 

P VALUE 


4 £9 7 


AF330118 


Homo sapiens voltage-gated sodium channel type III alpha subunit 
(SCN3A) gene, exon 2 ■.■ 


. 0.12 


•4828 


XM_0.11230 


Homo sapiens ALL I fused gene from 5q3 1 (AF5Q3 1), mRNA 


.5.8 


4829 


XM_030669 


Homo sapiens hypothetical gene supported by AL1330H 7'. 
(LOC90288), fnRNA. V : ; X . • : v 


19 




.U36927. 


Plasmodium yoelii rhoptry protein gene, complete eds 1 : 


0.2.1 


.4831 


AF201353 


Columba livia glutamate receptor C gene, partial cds 


5"'..,;'." 


■ /tOjZ • 


AF331435 


HIV-1 D2 from Australia envelope protein (env) gene, partial cds . 


0.07. 


... H'.OjJ ... 


r AF362391 


Candida albicans heat shock protein Hsp 104 (HSP 104) gene, HSP104- 
b allele, complete cds . . ' ; - : /'.-■••..:;•''' 


1.1 : 




XM__027927 


Homo sapiens hypothetical gene supported by Z97017 (LOC89989), 
mRNA ; -' .v.. - : - •' .': :' : .-' ! 


0.4X 


; 4835 


AEO0H27 


Borrelia burgdorferi (section 13 of 70) of the complete genome 


0.72 


H-OjO 


AL390126 


S. pombe chromosome IILcosmid c233 ; 


0.U23 


4837 


AF 1102 13 


Ratfiis noryegicus insulin receptor precursor, exon 14 . 


0.3O 




M38534 


Paramecium aurelia immobilization antigen (51C) gene, exon 5 and C 
complete cds : ; - ; ; i ^ 


. 0.015 




: AE001430 


Plasmodium falciparum chromosome 2, section 67 of 73 of the : 
complete sequence : ^ : " ^' ' : ' ; - • 


0.052 


4o4U 


AF181475 


Mus musculus synaptonemal complex protein 3 (Syep3) gene, exon 5 


0.19 


4841 


AF 177242 


Bodo saltans clone pBME40 mitocondrial minicircle DNA J 


A AO A 

0.024 




XM_004347 


Homo sapiens elongation of very long chain fatty acids (FENi/Elo2, 
SUR4/Elo3, yeast)-hkc 2 (ELOVL2), mRNA 


0.66 . 




\.j I •>'•' v. 
AF083494 


Mus musculus phospholipase Dl : (PLD1) gene; expns 23 and 24, 
complete sequence 


0.53 ' 


/l Q A A 


U89684 


Lycopersicon esculentum protein kinase (LePK7) gene, partial cds 


0.22 


4845 ; 


AB025716 


Staphylococcus aureus gene for FmtB, complete cds 


0.57 


4846 


AF017180 


Schizosaccharomyces pombe hexose transporter (Ght2) mRNA, 
complete cds 


0.87 




Z26314 


P.falciparum gene for STARP antigen 


0.007 


• A Q. A Q 


XM_045160 


Homo sapiens KIAA0275 gene product (KIAA027 5), mRNA 


1 




AKO 16495 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:493143 1C02, full insert sequence • 


U.oZ 






Homo sapiens, Similar to hypothetical protein FLJ 14058, clone 

LivLt\\JCt . j oj 1 0 1 J , IlLtvINrV • 


- 1.7 




XIVT 005684 


Homo sapiens tolloid-like 2 (TLL2), mRNA 


1.6 


4852 


;VAF24?077 


Sphaerotheca pluvialis cytochrome b (cytb) gene, partial cds; 
mitochondrial gene for mitochondrial product 


0.047 


4853 . 


XM_0 16934 


Homo sapiens hypothetical protein FLJ12891 (FLJ12891), mRNA 


• . 5.4 


4.854 


X65747 


R norvegivus gnat-3 mRNA for gustducin * 


0.2 


4855 • 


XMO 11705 


Homo sapiens paraneoplastic antigen (PbMA2), mRNA 


0.2 
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; - Table 3A Nearest Neighbor (BiastN vs. Genbank) " 


SEQ ID 
NO 


• ACCESSN 


'., • ' \ DESCREP 


P VALUE 


4856 


L10692 " 


Arabidopsis thaliana cytosine-5 methyltransferase mRNA, complete 

cds f . ^ ;; .' v ^.v""; , : '/;\ " v-v ; -':.' - ' 


2.1 


• 4857- 


AB052250 


Arabidopsis. thaliana gene for MYB transcription factor Atmyb2 i 
complete cds, strain: Yo-0 ; v : v/V- 


0.36 ; 


4859 


AMJJjjjJj 


Homo sapiens region containing tryptase beta 2; tryptase.beta 1 
(l^ui^oz.} 14), miviNA. ; - ^ . - - 


x .J) • 


4860 




Rattus norvegicus stem cell factor gene, 5* flanking region and exon 1, 
partial sequence " v- ; : v : ; v ; ' ' >• '*. 


D 1 iR 
u.lo 


4861 


AJZ44UZ1 


Tetrahymena thermophila kin2 gene for kinesin-II homologue, exons 

1-4 ...... ; - : >r- .. J ~ • . •• .* •,: • • ••<•-.'••• •' 




4862 


' a n A 1 AO 1 . 


Stachyarrhena sp: Jansen-Jacobs 4707 ribosomal protein S16 (rpsl6) 
gene," partial introri sequence^ chloroplast gene for chloroplast product 


, U.Up./. 


4863 


AJ24jOJo 


Mus muscuius r z i i gene ior rz y i receptor 


U . L 


4864 


, AK023175 


Homo sapiens cDNA FLJ13113 fis>, clone NT2RP3002590 


0.2 


4865; 


XM^034638 


Homo sapiens hypothetical gene supported by AK024355 . 
(LOC90867), niRNA : i •• - "y.-y-"': ] ' • ' ; ■ . 


1E-08 


4866 


■ A OA 1 1 AA/T 

ABU1 lUUo 


Kattus. norvegicus gene ior lepun receptor, partial cas 


-D.J 


: 4867 


XM_031128 


Homo sapiens nypotneucal protein Ur^rZp/o ill ii (UKrz.r /oiii /zj, 


0.22 


4868 


A VAA 1 A A 'T) 

AK001442 


Homo sapiens cuina rj_>j iujou iis,.cione in izKrzuujDjj 


?F 1 9 
Z£1t1Z 


4870 


AF307954- 


Sacchafomyces servazzii 46. 1 kDa protein, KAR4-like protein, and 
SPB 1-like protein genes, complete cds 


0.19 ' 


4871 


A r 0550/9 


Panulirus argus inositol 1 ,4, 5 -trisphosphate receptor (IP3R) mRNA, 
complete cds ;• A ' ' : :{ ■'■ ~ : '•- //:'■'■ ! 




4872 


X88849 


Cxoli ceuB, ceuC, ceuD, ceuE, Orf A, OrfB genes 


0.0008 


4873 


aM 039699 


Homo sapiens nypotnencai protein ri_jz.?juy ^rLrjzjjuvj, iilkin a. 




4874 


A CO 1 TOJT 

Ar2izo4 a 


Lactococcus lactis bacteriophage ul36,2 ORF1 lib (ORF1 1 lb), 
ORF78b (ORr78b), ORFplb (ORF61b), URr245 (URr245), UKr io4 
(ORF364), and putative replisome organizer (ORF255) genes,, 
complete cas, ana L/KrZ4t (L/KJrZ4ij gene, parudi cas ^ 


- -.1.7 


4875 


XM_052zz3 


Homo sapiens uisxZir!)o4vjuyz protein ^ijjsxz<r jo'fouyzj, itii\jn/\ 




4876 


AK024606 


Homo sapiens cDN A: FLJ20953 fis, clone ADSE01979 


3E-89 


••4877 


-U96097 : • 


Clavibacter michiganensis subsp. sepedonicus species-specific DN A 
clone Cms85 s : i : : \:: ' - • ••• • >.':}- ; 


? 0.47 


4878 




T mpvirana Imrnr pptip rjithpnsin R-like cvsteihe nroteinase 


0.063 


4879 


NM_014160. 


Homo sapiens HSPC070 protein (HSPC070), mRNA ; • 


' : 5 • 


4880 


XM^031388 


Homo sapiens NADH dehydrogenase. (ubiquinone) 1 alpha. ;: , . 
subcomplex, 5 (13kD, B13) (NDUFA5), : mRNA " ;/ ' 


6.55 


4881 


AF059531 : 


Homo sapiens protein argimne N-methyltransferase 3 (PRMT3) • 
mRNA, partial cds : -; :^-\-y-'' • ; ' .'. - ' 


: . 0.18 


; s 4882 


; AF240700 


Gymnocrotaphus curyidens cytochrome b (cytb) gene,. partial cds; 
mitochondrial gene for mitochondrial product 


- 0 65 
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■ Table 3A Nearest Neighbor (BlastN vs. Genbank) V - 


SEQ ID 
NO 


ACCESSN 


• ; ; : - :; ;-v : -;;- ir :"""-' v .. ; descrip ■■ :: ' ? 


P V ALUE 


4883 


AE005988 


Caulobacter crescentus section 3 14 of 359 of the complete genome 


2 ' V 


4884 


AF332785 . 


Neocalanus plumchrus cytochrome oxidase subunit 1 (COI) gene, - 
partial cds; mitochondrial gene for mitochondrial product \ 


• 0.65 ^ 


4885 


AJ278986 


Pichia etchellsii plasmid pPElB : 


0.051 


'4886 


AL5 12660 


Human DN A sequence from clone RP1 1-353M9 on chromosome 10, 
complete sequence [Homo sapiens] 1 V V; 




4887 


•AF147082 


Homo sapiens garnma-glutamyl hydrolase gene, exons 3 through 7 


-.2 


4888 


:AL3 89874 


Human DN A sequence from clone RP1 1-563 A22 on chromosome 20 
Contains the 5' end of a novel gene weakly similar to Xenopus laevis 
putative Zic3 binding protein, complete sequence [Homo sapiens] 


o;oo8 


4889 


AC084157 


Caenorhabditis elegans cosmid Y46E12BR, complete sequence 


0.084 


4891 


AE001183 ; 


Borrelia burgdorferi (section 69 of 70) of the complete genome 


0.66 


4892 


AE002137 


Ureaplasma urealyticum section 38 of 59 of the complete genome 


; 0.52 s 


4893 


XM_028606 


Homo sapiens Spl transcription factor (SP1), mRNA 




4894 


.NC 00 1453 


Strongylocentrotus purpuratus mitochondrion, complete genome : . 


; 6 


4895 


AK023104 


Homo sapiens cDNA FLJl 3042 fis, clone NT2RP3001318 


0.064 


4896 


~XM_6 15243 


Homo sapiens stimulated transacting factor (50 kDa) (STAF50), ■< [■ 
mRNA - : . .• ' - ? ■ 


: 1.7 


4897 


XMJH3823 


' 'v . V. ; ' V -v.-.-.'.'. ' ■ . ' . • '•.:>.'•;' ' • •; .. • ' •;• • •, ■•• 
Homo sapiens hypothetical protein FLJ20958 (FLJ20958), mRNA : 


0.000004 


4898 


AB049900 


Macaca fascicularis brain cDNA, clone: QnpA- 19713 


6.1 


4899 


AE001390 


Plasmodium falciparum chromosome 2 , section 27 of 73 of the 
complete sequence - 


• -0.23 ; 


4900 


AE007346 


Streptococcus pneumoniae section 29 of 194 of the complete genome 


0.73 


4901: 


.. ••; X17339 : 


Dengue-2 virus NS 1* gene for nonstructural protein (patient M2) 


0.24 


4902 


AK000864 


Homo sapiens cDNA FLJ10002 fis, clone HEMBA 1000046 


• 0.00001. 


4903 


AF 180076 


Panorpa helena cytochrome oxidase I (COI) gene, partial cds; ; 
mitochondrial gene for mitochondrial product 


p:6 


4904 


AC008855 


Homo sapiens chromosome 5 clone CTD-2178M2 3, complete ', ; . 
sequence- . . ■ / . . \ - - : " - ; -- v - K > 


3E-12 


.■4905 


K02990 


Human hepatitis A virus^ complete genome 


0.23 


4906 


AE005310 


Escherichia coli 0157:H7 EDL933 genome, contig 1 of 3, section 134 

of 155 ''■■ ' : ' > r ;i.'y. " . : V v''.' .-• ,f 


6.078 


4907 


. NM_b32717" 


Homo sapiens hypothetical protein MGC1 1324 (MGC1 1324), mRNA 


0.68 


4908 : 


BC004I18 . 


Homo sapiens, clone MGC:1 1 170 IMAGE:3843148, mRNA,'. 
complete cdis •'. - : : . 


1.5 i: 


4909 


L29252 ? ' 


Human (clone D13-2) L-iditql-2 dehydrogenase gene, exon 4, exon 5, 
exon 6 and exon 7 ' • ■ ; ' < : 


0.0000001 


4910 


' S68117 : 


rPLP-A=prolactin-like protein A {5 ! region, exon 1, intron 1 } [rats, 
Genomic, 1187 rit] < : i • " ,v ; - : - > ■■: •• 


0:11 . 
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V: ' Table 3A Nearest Neighbor (BlastN vs. Genbank) - . y 


SEQID 
NO 


ACCESSN- 


• ; - ^ ; pescrip :-l >' 


P VALUE 


4911 


NM_0 16701 


Mus.musculus nestin (Nes), mRNA 


. 0.21 , 


4912 


AE006418 


Laetococcus lactis subsp. lactis IL 1403 section 180 of .2 18 of the 
complete genome ^ ">:,"•>•/ : - . '■ .'. • r • 


. 0.009 ; 


4913 


XM_04H62 


Homo sapiens hypothetical protein KIAA1165 (KIAA1165), mRNA . 


. 4E-50 ■ 


4914 


AF147358 


Homo sapiens full length insert cDNA clone YB61E03. - . ; : 


0.00003 


,4915 


AE000642 


Helicobacter pylori 26695 section 120 of 134 of the complete genome 


1.9 ' 


4916 


XM 040436 


Homo sapiens nebulin (NEB), mRNA 


2 


4917. 


AB026296 ; 


Pisum sativum mRNA for hsr203J homolog, complete cds. 


0.024 


4918 


AF159148 


Danio rerio Noggin 2 mRNA, complete cds 


.0.23 


4919. 


AF234184 


Lucilia cuprina sex-lethal protein SXL2 mRNA, complete cds, 
alternatively spliced ; . ; : ' ' * v : : ; * 


0.026 


4920 


AK007229 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone: 170012 1L03, full insert sequence - v 


0:2 U 


4921 


AJ404228 


Saccharomyces douglasii mitochondrial tRNA gene cluster 


0.021 


4922 


X71604 


H.sapiens son-pseudogene 


•0.53, 


4923 


AF169122 ' 


Homo sapiens DNA (cytosine-5) methyltransferase gene, intron 4, 
partial sequence , . • " ■'■ ". ' - ; ' 


. . ■■■ 
0.059 


4924 


XM_040202 


Homo sapiens protein phosphatase, EF hand calcium-binding domain 
X (PPEF1), mRNA ; r 7\ " .. , v ' ' 


6E-09 


4925 


AY027893 


Homo sapiens voltage-dependent calcium channel beta 2 subunit , 
(CACNB2) gene, exon 1 ^ • ' : ■ ) 


' .3.3; . : ; 


4926 


[: AJF136008 


Pesulfobacteriurn sp. BSv41 16S'ribosomal RNA gene, partial 
sequence- ' : ' .'• '■ ■ ■"' .' -'\ : "' : ' : ' ; -./ r • "• Y r;V • "V'"A' 7 


; 5.6 


4927. 


NM_i007439 


Mus musculus anaplastic lymphoma kinase (Alk), mRNA 


0.071 , 


4928 ■ 


XM_006758 


Homo sapiens frizzled (Drosophila) homolog 10 (FZD10), mRNA 


2 .'• ; 


4929: 


• AL139329 


Human DNA sequence from clone RP11-228P1 on chromosome 6, y 
complete sequence [Homo sapiens] •'•<•'*• 


4E-38: . 


4930 


L03188 


Saccharomyces cerevisiae integrin analogue gene, complete cds 


. 0.23 


4931 


AB039881 


Canis familiaris mRNA for cytochrome P450c21, complete cds 


- 0,55 


4932 


AK004783 


Mus musculus adult mate lung cDNA, RIKEN full-length enriched 
library, clone: 12000 15E 14, full insert sequence 


6.2 


4933 


U41343 


Human prolargin (PRELP) gene, exon 2 


0.0000004 


4934 


AF 157369 


Homo sapiens Niemann-Pick CI protein (NPC1) gene, exon 5 


; 0.58 


' 4935 


XM J) 16505 


Homo sapiens KIAA0999 protein (K1AA0999), mRNA 


9E-26 


4936 


v U07807 


Human metallothionein IV (MTI V) gene, complete cds •. 


0.008 


4937 


NM_018818 


Mus musculus choroidermia (Chm), mRNA 


1.7 


;4938; ; 


BC009075 : 


Mus miisculus, beta-l,3-N-acetylgtucpsaminyltransferase 1, clone . 
MGC.6892 IMAGE: 26543 54, mRNA; complete cds 


• : 1.2 ' 


4939 


; AF304354 


Homo sapiens proteoglycan 3 (PRG3) gene, complete cds 


0.24 


4940 


AK000864 


Homo sapiens cDNA FLJ10002 fis, clone HEMBA1000046 


0.00001 


4941 


AF076601 ' 


Dictyostelium discoideum developmental protein (DG1105) gene, 
partial cds <-;•'' " : V Y ; "•< ' ^ : V. ^ • 4 ■'■ " - : 


. o;95 
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■ Table 3 A Nearest Neighbor (BlaslN vs. Genbank) . ■ ; 


SEQ ID 
NO 




. -r •••• r • .-, . -; . •;. IJIio UKJLr v * 


TJ \ / A T T IC 


4942 




Bombyx mori insulin receptor-like protein precursor (BtR) mRNA, 
complete cds • . ; ' . • 


0.64 


4943 


" VTV /f A1 C"7 1 A 

AJV1_UJo / 14 


Homo sapiens nypotnetical protein d.J3 /blo.5 (DJ37blo.j), mRNA 


6.3 


4944 


ALU 16707. : 


Homo sapiens rsAL clone KF 1 1 -22 1K4 irom Y, complete sequence 


- 0.054 


4945 


XM 005684 


Homo sapiens tolloid-like 2 (TLL2), mRNA 


1.1 


4946 


:• AJZ7617U 


Rattus noryegicus partial Vps541 processed pseudogene, 3' end 


0.041 


,4947 


AJ 132986 . 


Vibrio sp. partial 16S ribosomal RNA, isolate A5 15 


. 5.9 


4948 


.AM UUVjI-j 


Homo sapiens hypothetical protein (HSPC207), mRNA 


0.21 . 


4949 


A 17 1 O 1 £LC<2 - ■ 


Homo sapiens clone 173p 17 polymorphic microsatellite sequence • 


0. 1 / 


4950 


a tta/1 c /! • 


bictyostelium discoideum protein kinase YakA (yakA) mRNA, 
complete cds' : " >v •"' \-v---^>;\_'.. ,\\v.. 


O.OU / 


4951 


AF279135 


Dictyostelium discoideum sporie coat structural protein SP65 (cotE) 
gene, complete cds ^ : •{■•'•:• • : •: 


0.003 


• 4952 


A TV" A 1 'S/T.O 1 . 


Mus museums 10, 11 days embryo cDN A, RlRbN lull-length 
enriched library, clone;2810001G20, full. insert sequence . 


U.U/1. 


4953 


A T3A/1 

AJDU4 /OJU 


Macaca fascicularis brain cDNA, clone:QnpA-l 3555 1 . 




4954 


■ AJ0 11848 • 


Hordeum vulgare chloroplast rps!5 (partial), ndhH, ndhl, ndhG, 
ndhE, psaC, ndhD and ndliA genes 


0.054 


4955 




Plasmodium falciparum CTRP gene, complete cds ' . 


n 18 

. U. lo 


4956 


AF220175 


Homo sapiens acid ceramidase (ASAH) gene, exons 5 through 14, and 
complete cds • ^ * • ■ 


0.0009 


4958 


D26442 


Yeast gene for PES4 PAB-like protein, complete cds 


O.UOJ . 


4959 


NC_002184 


Penaeus monodon mitochondrion, complete genome 


: i.9 


4960 


XM 039251 


Homo sapiens 37381 (KJAA1660), mRNA 




4961 


XM004462 


Homo sapiens signal sequence receptor, alpha (translocon-associateci 
protein alpha) (bSRl), mRNA ^ 


A *71 

o. 


4962 


: AF2 52420 


Bos taurus clone MNB-5 microsatellite sequence 


A AO 

U.Uo 


4963 


XM 035186 


Homo sapiens RCE 1 (S. Cerevisiae) homolog, prenyl protein protease 
(RCEI), mRNA i '•'■/■ C : ' ^^'v ; -V..'>: ' ' 


2 


4964 


AL1 10134 


Homo sapiens mRNA; cDNA DKFZp564H072 (from clone 
DKFZp564H072) V 


0.058 


4965 


AL049452 


Homo sapiens mRNA; cDNA DKFZp586G1322 (irom clone . / 
DKrZpjooCliZi) . .. . , - 


U.o/ 


4966 


AB047614 


Macaca fascicularis brain cDNA, clone: QnpA- 12025 


.". 0.077 


4967 


. AiVl^U'+jj 1 J 




6.2 


4968 


AK0 17.495 


Mus musculus 8 days embryo cDNA, JRIKEN full-length enriched 
library, 6lbne:5730405K23, full insert sequence ' V '•• 


0.025 


4969 


; ABO 12 141 


Candida* glabrata TEF3 gene for translation elongation factor3, 
complete cds ; \ ; ; - ' ; ' ; 


• 0.003 V 


4970 


AK022914 


Homo sapiens cDNA FLJ 12852 fis, clone NT2RP2003445 


0.0003 


' 4971 


AF133211 


Homo sapiens COT kinase proto-oncogene, partial cds, alternatively 
spliced/; • - ; ' ■/ y.-; • /' : '•' • - : 


6:008- 
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• V - : ■ Table 3A Nearest Neighbor (BlastN vs. Genbank) • - : ' - 


cpn in 
NO 




.v .••;.•:-.'-.:•'•••> •..••••- -•' JUlioLJvLr ••- \ ■■ <• • ■- -\ ;. ■ • ■, •■ 


• D \ T K T T TP 
r VALUE, 


AQ79 


,AF3 49681 


Simian immunodeficiency -virus strain SIVrcmNg409 from Nigeria 5' 
long, terminal repeat, partial sequence; gag protein (gag) gene, . ; ; 
complete cds; poi protein (pol) gene, partial cds; and vif gene, 
complete sequence '-" C lt ; * - : v : 


0.68 


4:7 l J 


AF3 50254 


Homo sapiens fibrinogen gamma chain precursor (FGG) gene, y... . 
complete cds, alternatively spliced s - • ; v \ . . \ V ■ : - 


0.21 


4974- 


'-. AF3 14052 . 


Rhizobium sp. CIAT613 nifHc gene, partial sequence ; • ; " 


1.9 : 


.4 y / J 


XMJ)36277^ 


Homo sapiens inhibitor of DNA binding 4, dominant negative heiix- 
loop-heiix protein (ID4), niRNA >; ; ^ '• 


0.076 


4976 


; AF057740 


Homo sapiens 17-beta-hydroxy steroid dehydrogenase IV (HSD17B4) 
gene, exon 24 and complete cds 


000003 


4977 


XM_051777 


Homo sapiens similar to NAD(P) dependent steroid dehydrogenase- 
like (M. musculus) (LOC93517), mRNA 


4E-1 1 


; 4V /O . 


AF3 14052 


Rhizobium sp. CIAT613 hilHc gene, partial sequence 


- 2 •' 


/I QTO 

4^ f y . 


BG010911 : 


Homo sapiens, Similar to adaptor protein containing pH domain, PTB 
domain and leucine zipper motif, clone IMAGE:4295 177, mRNA 


; 0.076 


4980 


AF2 14529 


Homo sapiens dystrophin (DMD) gene, intron ,51, partial sequence . 


. i\ rin 1 . 
- U.UOJ 


/Iqqi 

4V5I 


AK024235 


Homo sapiens cDNA FLJ14173 11s, clone NT2RP2002755 - . 


e-iu4 




AB03508? 


Homo sapiens SGCA2 gene for squamous cell carcinoma antigen 2, 
complete cds ; • ' ' • 


U.zJ 


4983 


> M97555 ; 


Schistosoma mansqni tropomyosin mRNA, complete cds 


O.Zz .. 


4Vo4 


AE002745 


Drosophila mclanogaster genomic scaffold 142000013385404, / 
complete sequence ; • • ■ 


v.UUj 


4985 


- X99288 


B.calamita repeat region, clone-lib micro-8 


• 0.23 


4Vo / 


AJ308840 


Coffea arabica microsatellite DNA, clone 16-6C FG 


U.OZj 


. 4V 00 


AB049134 


Cucurbita moschata CmATSl;l gene for acyl-(acyl-carrier-protein): 
glycerol-3 -phosphate acyltransferase, complete cds 




4989 


X03991 


Human glucagon gene . 


0.0/4 . 


• < - ' 

4WU 


AY042871 


Arabidopsis thaliana zinc finger-like protein (F3 C22J200) mRNA, 
complete cds 


A AT? 

' 0.077 


■ A OO 1 


AF2 14529 


Homo sapiens dystrophin (DMD) gene, intron 51, partial sequence 


A A A 1 - 

0.U01 


/I QQO 

4y^z 


: AF269319 


Staphylococcus epiderrnidis strain SRI clone step. 1002a02 genomic 
sequence . '• ^ • • 


•2 . 


: 4993 


AB009801 


Homo sapiens gene for osteonidogen, intron 2 


0.69 


4V?4 


• \ A4ZC\ VAC T ' ' 

Mov 140 


Torulopsis glabrata metal-activated transcription factor (amtl) gene, 
complete cds * ; '* . • • 




■ u y u 


AL121822 


Human DNA sequence from clone 346P11 on chromosome Xq21.2- 
21.33, complete sequence [Homo sapiens] 


5E-09 


4996 


:< AF072273 : ; 


Lactuca sativa resistance protein candidate RGG2N (RGC2N) 
pseudpgene, complete sequence 


0.22 


4997 


AL3 58273 


S:pombe chromosome H cosmid c29C10 : 


0.22 


4998 


BC010011 


Homo, sapiens, Similar to RJKEN cDNA 4931428D 14 gene, clone . ; 
MGC'15407 IMAGE:4309613, mRNA, complete cds , % - 


' 0.22 
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- v - : Table 3A Nearest Neighbor (BlastN vs. Genbank) \ ' : 


SEQID 
NO 


ACCESSN • 


•••• V DESCR1P 


P VALUE 


4999 


AF090889 , 


Homo sapiens clone HQ0092 •• , 


. 0.71 V 


5000 


M93140 


Glycine max cv Prize protein kinase mRNA 


2.1 


,5001 


AE005266 


Escherichia coli 01 57;H7 EDL933 genome, contig 1 of 3, section 90 

of 155 <■ . \;. v : y-v • V-,"-" : ' • '. . . ;•' ' • . 


1.8// 


] 5002 


AE007350 


Streptococcus pneumoniae section 33 of 194 of the complete genome 


: 0.23 / 


5003; 


BC008973 


Homo sapiens, transmembrane protein with EGF-like and two 
follistatin-iike domains 2- clone MGC: 17007 IMAGE:4 180709, •-. 
mRNA, complete cds ; . " • '■■['■ ; - 


0:023 ^ 


5004 


X13439 


Cochliobolus heterostrophus mitochondrial gene for ATPase subunit 6 


0.19 


5005 


r AF138069. : 


HIV-1 p5c028-h from USA envelope glycoprotein (env) gene, partial 

cds ■ ( ; :\''-v.'V' ' : . " : ' '. • : • ; •" : •; • '■ • 


2.1 


5006 


NM_:002847 


Homo sapiens protein tyrosine phosphatase, receptor type, N • 
polypeptide 2 (PTPRN2), mRNA ' * : ; - 


6 ..-'^ 


5007 


XM: 036827 


Horrio sapiens hypothetical gene supported by X0420 1 ; X04588; 
AK026559; AY004867; BC000771; BC008407; BC008425 ; V - ~A 

(LOC91191), mRNA ; : - - J - ; v ' 1 ". • : 


i ; - s ' 


5008 


NM_031389 


Mus musculus ribonuclease/ angiogenin inhibitor 2 (Rnh2), mRNA . \ 


\J : . 


5009 


BCO 10355; 


Homo sapiens, Similar to nuclear protein, clone DVIAGE:42485 16, v 

mRNA.*.. • -y ; - : -C r %i y _ '-'r- 


■'.-••-5.4 ; ' : ', 


■5010 


AE003909 


Xylella fastidiosa 9a5c, section 55 of 229 of the complete genome 


5.1 


; 50U 


NM_03138? 


Mus musculus ribonuclease/angibgehin inhibitor 2 (Rnh2), mRNA 




5012 


XMj) 16747 


Homo sapiens latent transforming growth factor beta binding protein . 
1 (LTBP1), mRNA ; : 


2E-10 


5013 


JM85304 r 


Schistosoma mansoni homeodomain protein (smox-5).mRNA, 
complete cds ^ ' . " ' 


0.009 V 


5014 


. NC_001398 


Saccharomyces cerevisiae 2 micron circle plasmid, complete sequence 


0.65 . 


5015 


AF267746 


Drosopfiila melanogaster rad21 mitotic cohesin (drad21) gene, exons 
3 through 8 and complete cds ' : 


0.003 


-5016 


XM_052430 


Homo sapiens E3 ubiquitin ligase SMURF1 (SMURF1), mRNA 


2E-30 


501? 


X67813 . . 


C.familiaris SRP72 mRNA for signal recognition particle 


0.16 


5018 


AF031848- 


Dermacentor, marginatus 1'2 S ribosomal RNA gene, mitochondrial 
gene for mitochondrial RNA, partial sequence 


0.061 


5019 


XM 003317 


Homo sapiens PDZ domain containing guanine nucleotide exchange 
factor(GEF)l (PDZ-GEFl), mRNA 


0.6T 


5020 


XM_0306?3 i 


Homo sapiens mcthyKCpG binding domain protein 4 (MBD4), 
mRNA - : ' : f . • ' ' •:• v ' ' 


0.6 


5021 


: • L38957 


Saccharomyces cerevisiae nuclear-encoded mitochondrial isoleucyl- ; 
URNA synthetase (ISM1) gene, complete cds . ' • : >: : ^ 


2.1 ' 


5022 


AF345089 


Hepatitis C virus isolate SCpreSG2cl4 nonfunctional polyprotein 
gene, partial sequence 1 v - ' 1 


0.59 
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7 '; ; -'V :; v- Table 3 A Nearest Neighbor (BlastN vs. Gcnbank) - 


SEQ ID 
NO 


ACCESSN 


■ ' ;; : -W . ;: V DESCRIP ' . :: ' ■ '< ' 


P V ALUE 


5023 


AC091124 


Caenorhabditis elegans cosmid Y47A7, complete sequence 


1.7 . ' 


.5024; 


' ; X66451 ' 


E.octocarinatus RPA2 gene for RNA polymerase I second largest V 
subunit r v v;T X - l '- v>-.-f . : ? - : •; '* ' ;• ' v- ' • - 


0.066 v 


' 5025 ' 


XM^O 10563 


Homo sapiens hypothetical gene supported by AB03 3 071; AB051480;. 
AK060726; NM^0 15383 (LOC92396), mRNA ^ ; 


1E-15 :; 


5026 


AF256722 


Salmo salar clone BHMS458 microsatellite sequence , 


0.5- 


5027 


AF385609 


Homo sapiens minisatellite sequence 


5.3 . • 


5028. 


' AF355103 


Pleurotus ostreatus linear mitochondrial piasmid mlp2 ? partial 
sequence "•• '- 1".'-' ■■ •. '•> v > 


/0:18 


5029 


XM J)34863 


Homo sapiens similar to hypothetical protein FLJ222 94 (H. sapiens) : 
(LOC90918), mRNA f v ; • 


1.8 


5030 


AF374005 


Rattus norvegicus bradykinin B2 receptor gene, promoter sequence 


: : 8.3 


5031 , 


AK014447 


Mus musculus 18 days pregnant adult female placenta and extra ;,V ; 
embryonic tissue cDN A, RTKEN full-length enriched library, : *•-••.•,;.' 
clone:3830421F13 > full insert sequence 


; • 0.18 '.. 


5032 


• AL355577 


Human DNA sequence from clone RP1 1-2 99G2 on chromosome 6 ; ■:; 
Contains a GSS, complete sequence; [Homo sapiens] 


0:0003 


5033 


AB030616 


Miis musculus Chetk-alptia gene for choline/ethanolamine kinase- 
alpha, exon 1 and 5'-flanking region TT->v ••/;■• 


6.1 


5034 


S66671. ; r 


pol [simian Mason-Pfizer D-type retrovirus SM-PDT, systemic lupus 
erythematosus patient TFA 68, Genomic RNA, 113 ht] 


0^008 


V5035 


. AB038481 ■ 


Codium lucasii chloroplast rbcL gene for ribulose-l,5-bisphosphate 
carboxylase/oxygenase large subunit, partial .cds 


0.22- : 


5036 


U05013 


Rattus norvegicus Spragiie-Dawley heme oxygenase-2 non-reducing . 
isoform gene, complete cds \ ' 


1.9 : 


5037 


L81904 


Homo sapiens (subclone l_h7 from PI H69) DNA sequence, complete 
sequence ; ..- , : f • • 


\\1 


5038 


. AP242384. 


Homo sapiens phytanpyl-CbA hydroxylase (PHYH) gene, exon 7 ' 


r 1.9 


5039 


X52863 


G. max Gy4 gene for glycimn 


5.9 


5040 


XM_002625 


Homo sapiens ankyrin repeat and SOCS box-containing 3 (ASB3), 
mRNA : ; / ' • ' < " : ' ' ■ 


6 


5041 


U00789 


Mus musculus Dp7 1 (DMD) gene, partial cds 


0.068 


5042' 


ABO 17429; 


Oryza saliva gene for mitochondrial ribosomal portein S14, succinate 
dehydrogenase iron-protein subunit (SDHB) 


'". 2 • 


5043 


' U67518 • 


Methariocpccusjannaschii section 60 of 150 of the complete genome 


0:002 


. 5044 


* XM__048782 


Homo sapiens c6.1 A (C6.1A), mRNA 


0.2 . 


: 5045 


AB055263 


Macaca fascicularis brain cDNA, clone :QflA- 10674 


0.003 


5046. 


• ''S65281 


drebrin { clone eDcg5 } [chickens, Genomic, 1 60 nt, segment 3 of 1 0] 


: 0:61 


5047 


•AF296203 


Uncultured bacterium SY6-54 16 S ribosomal RNA gene, partial ; . 

sequence-- " •••• ;<•> ' ■ ■ "■" ' ; - ; • . : "-*--' : ' : " 


0 25 


5048 


X06266 


Anthirrhinum majus DNA for transposon tam2 r 


.0.007 
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/ . ■ v - Table 3A Nearest Neighbor (BiastN vs. Genbank) ' : ' Z : ':\Z -J '■'■■< 


SEQ ED 
NO 


.ACGESSN ' 


: . v -% : ' 1 v ' DESCFJP - ' ; . 


P VALUE 


5049 


•AF272387 


Homo sapiens leucine zipper nuclear factor (BLZF1) gene, exon 6 


7E-22 


5050 


NC_0()1587 


Human papillomavirus type 34^ complete genome 


0.25 


5051 


NM"0 17078 


Rattus riorvegicus Acetylcholine receptor alpha 5 (Chrna5), mRNA 


.0.64 ; 


5052 


XM._()30510 


Homo sapiens rnicrofibrillar-associated protein 2 (MFAP2), mRNA 


2 " . : 


5.053 


Z48433 : • 


L odomensis vicilin pseudogene 


0.047 


5054;: 


: \ • " 


P.hybrida 5-enolpyruvylshikimate 3 -phosphate synthase mRN A/ . 
complete cds . •< . v7. >:•.■.:,!. 77 . "\: ;"7 


: ~ 0:2 


'5055 


U67518 t<- 


Methanococcus jannaschii section 60 of 150 of the complete genome 


.0.002 


5056 


AF2 15555 


Blakea trineryia NADH dehydrogenase subunit F.(ndhF) gene, partial 
cds; chloroplast gene for chloroplast product ' * * •;; 


: 0.63 


. 5057 


AE001379 


Plasmodium falciparum chromosome 2, section 16 of 73 of the , >- 
complete sequence • - : ' / • ■ :' .;• 


; 5.4 , ' 


5059 


. AF362391 


Candida albicans heat shock protein Hsp 104 (LISP 104) gene, HSP104- 
b allele, complete cds • . . ' . > : ; - ; ^ 


• v ' : 4:4 - 


5060 


AJ000056 


Homo sapiens tyrosine aminotransferase gene, 5 - flanking region 


" 0.57 . 


5061 


AF1 12541; 


tflV-l isolate 08 1 08 v3 from USA, envelope glycoprotein (eny) gene, 
partial cds r . , , ■ > : 


; 0.007 


■ 7 ' • 

-5062 


AF300534 


D i adasia consoci ata cytochrome oxidase subunit I gene, partial cds; 
tRNA-Leu gene, complete sequence; and cytochrome oxidase subunit 
II gene, partial cds; mitochondrial genes for mitochondrial products 


•6:22 


5063 


J00571 


Mouse Ig kappa unproductiveiy rearranged V-T2; V-J region 


0.001 


5064 


7 X95275 


P.falciparum complete gene map of plastidrlike DNA (ER-A) 


0.062 


5065 


Y09746 


H.oligactis mRN A for heat shock protein 70 ■:. , ; 


0.46 


5066 


X95536 


H.sapiensearl gene 


2E-64 


5067 


D 10997 


C.ellipsoidea rbcL, rpsl4, trnM, trnG, trnD, txhS, rps4, atpE, atpB 
genes, complete cds i-." v ? 


•1.8 


5068 


Z73968 


Caenorhabditis elegans cosmid C05A2, complete sequence 


0.67 


5069 


XMJH2733 


Homo sapiens KIAA 10 12 protein (KIAA1012), mRNA 


0.24 


5070 


AE000745 


Aquifex aeoiicus section 77 of 109 of the complete genome ; 


0.21 


5071 


' AF208521 


Diploptera punctata high-affinity Na+-dependent glutamate 
transporter (EAAT1) mRNA, complete cds 


> 0.08 


.5072 


XMJ)32656 


Homo sapiens mannosidase, alpha, class 2B, member 1 (MAN2B 1), 

mRNA ?v > .• ' • - ; . '.• . . • 


•1.8 


; 5073 • 


' Z28063 ... 


S.cerevisiae chrombsome XI reading frame ORF YKL063c 


6.2 


5074 


XMJJ50445 


Homo sapiens KIAA0164 gene product (KIAA0164), mRNA 


f. 0.66 


5075 


AF265211; 


Pectobacterium chrysanthemi ArgG (argG) gene, partial cds; 
regulatory protein PecS (pecS), regulatory protein PecM (pecM), , \ : 
indigoidine systhesis protein IdgA (idgA), and indigoidine systhesis 7 
protein IdgB (idgB) genes, complete cds; and indigoidine sys> 


0:72 
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' . : : Table 3A Nearest Neighbor (BlastN vs. Genbank) ; ' - 


SEQED 
NO 


•ACCESSN 


: ^ • descrip • = -' y >'-V'^:r : <--:^ 


P VALUE 


5076 


' X87201 : ; 


Borrelia burgdorferi plasmid, orfA, B, C, D, F, bdrV genes, clone. \ 
pOMB14 and pOMB17 V ' ; : 


0.076 


'5077 


AF] 20475 


Mus musculus myelin-associated oligodendrocyte basic proteins 
MOBP170 and MOBP69 (Mobp) gene, exons 3 through 5 and 
complete cds, alternatively spliced / * y 


. ' 0.0009 ^ 


5078 


.AF270407 


Staphylococcus epidermidis strain SRI clone step. 4050g06 genomic 
sequence 1 ' * •-. ; ,- : - •' )': ■■}■' • •. >"■■ :\y. 


; 0 . 6 7 ' 


5079 


/ -U47138 ? 


Inkoo virus SW AR 83-161 nucleocapsid protein and non-structural 
protein genes, complete cds \ 


■ a 16 


5080 


AB049420 . 


Mus musculus DNA, clone:7- 1 , derived from 4x chromosome of 
T(X;4)37H translocation • • 


• : 6.5 ; - 


V 5081 


AF0094T5 


Staphylococcus xylosus choline transporter (cudT), putative regulatory 
protein (cudC); glycine betaine aldehyde dehydrogenase (cudA), and 
choline dehydrogenase (cudB) genes, complete cds 


0.075 : 


5082 


AE001395 


Plasmodium falciparum chromosome 2, section 32 of 73 of the 
complete sequence ^ - v.; : ^ • '' 


0.24 


5083 


• U62542^ " 


Drosophila melanogaster dead ringer (dead ringer) mRN A, complete 

Cds ' .>.':« : - ' ',' ' 


0/12 " 


5084 


•AL445527 


Human DNA sequence from clone RP 11-11 5C2 on chromosome 1, 
complete sequence [Homo sapiens] 


r-' . i - 

• :: ;: : 5:5 


5085 


XM_0 16052 


Homo sapiens LOC86766 (LOC86766), mRN A 


0.24 


5086, 


XMj)37781 


Homo sapiens hypothetical gene supported by J04 178 (LOC91343), 
mRNA : ; : /. . . " ] ■ ' [ >X . ".. ■ 




.5087. 


X96932; 


N.tabacum gene encoding ascorbate oxidase-related protein 


1.6: 


5088 


AJ006986 


Streptococcus pneumoniae type 33F DNA, capsular gene cluster 


0.019 . 


5089 


M60858 


Human nucleolin gene, complete cds 


o.66 


5090 


AK026299 


Homo sapiens cDNA: FLJ22646 fis, clone HSI07178 


0.21 


5091 


AC006025 


Homo sapiens PAC clone RP5-1 188N21 from 7qlL23-q21. 1, 
complete sequence : Vvv 


0.67 


.5092 


X03100 


Human HL A-SB(DP) alpha gene 


1.8 


5093 


AF181671 


Homo sapiens clone 77jl3 polymorphic microsatellite sequence 


0.055 


5094 


AF356600 


Dictyostelium discoideum filamentTinteracting protein (fip) mRNA, 
complete cds ';' : '■ • 


. 0.19 


5095 


:: -U36619 y 


Human Y -chromosome RNA recognition motif protein (YRRM) gene, 
exon 5, partial cds, subclone 7S2 


0.023 


5096 


: AF243117 


Homo sapiens intrinsic factor-vitamin B 12 receptor (CUBN) gene, 
exons 52 and 53 A •' . ■;-"]\ ' ■• :• 


/ 2 ,'' 


5097 


XM050127 


Homo sapiens oligophrenin 1 (OPHN1), mRNA 


0.5 


5098 


^AJ251892 


Drosophila melanogaster mRNA for LIM domain protein (espinas 
gene) : ..' "• ' 


• 0.072 


5099 


AF036696 


Caenorhabditis elegans cosmid F15B10 


0.2 


5100 


AF052294 


Mus musculus phospholipase D2 gene, exons 13 through 25 and 
complete cds * ' ■ ' 


.5.7 : • 


5101 


.AK026741 


Homo sapiens cDNA: FLJ23088 fis, : clone LNG07026 


: 0.003 


5102 


/ K02212 


Human alpha-l -antitrypsin gene (S variant), complete cds 


1.7; 
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f : Table 3A Nearest Neighbor (BlastN vs. Genbank) , 


SEQ ID 
NO 


; ACCESSN • 


• DESCR1P . ^'v 


P VALUE 


,5103 


• AB055370 . 


Macaca fascicularis brain cDNA, clone: QUA- 12708 


0.079 


5104; 


AK008762 


Mus musculus adult male stomach cDNA, RIKEN full-length : 
enriched library, clone:22 1002 1122, full insert sequence 


. Vi^ ; ' 


5105 


; . M71245;...' 


Rat prostatein C3 subunit gene, complete cds 


0.69 


5106 


AY007089 


Homo sapiens clone TCCCIA001 10 mRNA sequence . * 


0.000009 


5107 


AF113007 


Homo sapiens PRO0066 rnRN A, complete cds ; 


:, 0.0007 


5108 


AF 125461 - 


Caenorhabditis elegans cosmid Y8A9A^complete sequence 


0.69 


5109 


* AF016179 


Rattus norvegicus putative pheromone receptor (Go-VN2) mRNA, ^ s 
completecds \ ' ^ - .' : : ;' 


0.071 : 


5110 


AK021604 


Homo sapiens cDNA FLJ1 1542 fis, clone HEMB A 1002801 


.0.026 


5111 


Z73968 ' 


Caenorhabditis elegans cosrriid C05A2, complete sequence 


0.54 


5112 


. U40995 • 


Danip rerio Hox-al gene, complete cds 


0.009 


5113 


NC 001728 


Odontoglossum ringspot virus, complete genome 


0.027 . 


5114 


2056.P10,gz4 
3^268157 


^-I'V-:' '/'";. ; ' ! ' : ' : /^V?v.'rv" -f ; ' - 

: ■ ••' • ■ . : ', .. . V ••-.••'*••..; ' "■" • 

' - ! • ' ' - - ■ ~ 
. •;*• ,;• : /> ' - ; ■ :,' ' i : 8778469 


gi|8778469| 
gb|AAF794 
77.1|AC02 
-2492121 
(AC022492 
) F1L3.30 
[Arabidops 
is thalianaj 


5115 


AF234.932 


Chtenopteryx sicula clone 9 actin gene, partial cds 


0.24 


5116; 


M60858 


Human mideolin gene, complete cds 


0.66 


5117 


XM_003100 


Homo sapiens hypothetical protein FLJ1 1 142 (FLJ1 1142), mRNA 


• 6:23 


5118 


; AF129278 


Buchnera aphidicola natural-host Diuraphis noxia gluconate-6- 
phosphate dehydrogenase (gnd) gene, partial cds 


:X 6.4 "■ 


5119 


AF283665 


Heterodera glycines guanylyl cyclase mRNA, complete cds 


■ 5.4 


5120 


AJ005205 


Homo sapiens 5HT3 gene for serotonin 3 receptor 


0.24 


5121 


AF135472 


Clostridium beijerinckii Rep protein gene, complete cds 


0.23 . 


5122 


XMJ)36007 


Homo sapiens transmembrane protein 1 (TMEM1), mRNA 


2.1 


5123 


AL031426 


Human DNA sequence from clone CTA-1 9 ID 1 2 on chromosome 
22ql3.1 Contains two exons of the APOL2 gene for apolipoprotein L 
2, ESTs and'GSSs, complete sequence [Homo sapiens] : ! ^ 


0.000001 


5124 


: XM^049821' 


Homo sapiens hypothetical protein MGC14832 (MGC14832), mRNA 


: - 5.4 : " : ' - 


; 5125 


XM_028344 


Homo sapiens ribosomal protein L5 (RPL5), mRNA 


0.16 


5126 


-AF0 16653.. 


Caenorhabditis elegans cosmid C41D7, complete sequence 


0.7 


• ;5127 


Z96752 : 


H. sapiens telomeric DNA sequence, clone 8QTEL025, read 
8QTELGO025.seq "'V 


•0.006 


5128 


; M61883 


Sus scrofa (pig) apomucin mRNA, 3' end • ^ ; 


0,026 
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Table 3 A Nearest Neighbor (BlastN vs. Genbank) 


SEQID 
NO 


ACCESSN 


v ■ ' '," DESCRIP ';/..:• • " - ■ ; ' } 


P VALUE 


'512^ 


AY005107 


Pentachondra purniia specimen-voucher Cherry 96/1 maturase (matK) 
gene, partial cds; chloroplast gene for chloroplast product 


, 2.2 - 


.5130 


AF 195044 : 


Homo sapiens beaded filament component protein (CP49) gene, < 
partial cds . • y . : '<CK'- rV: ' : ■ •' . 


T 0.57 


5131 


AK021963 


Homo sapiens cDNA FLJ1 190 1 fis, clone HEMB A 1007347 


0.0005 


5132- 


AF034085 


Caenorhabditis elegans UNC-45 (unc-45) gene, complete cds 


0.0001 


5133 


; ^U91929 • 


Mus musculus LI neural cell adhesion protein gene, 5' sequence and 
exon 1 > - " . " . " •.'•*'• •-'\ v •'" •' '•'.•'••<••;' • 


Vfi>y.V 


.5134 


NM_0 10781 


Mus musculus mast cell protease 6 (Mcpt6), mRNA 


0.68 


5135 


.ABO 179 18 


Mus musculus gene for gross cystic disease fluid protein 15, complete 

cds •: ;..-V ; . ■ .•• ; . ,' > ;: •' • • y.-' ••':•';.*•. Y.v .;.-Y" 


0.001 


5136 


U55243 


Dictyostelium discoideum glyceraldehyde-3 -phosphate dehydrogenase 
(GAPDH) gene, partial cds 


': 0.24 ■■ 


5137 


AF061296 : 


Homo sapiens sulfonylurea receptor (SUR2) gene, exon 9 


9E-45 


5138 


. AL050314 


Human DN A sequence from clone lOOGlO on chromosome 22ql3.3 1- 
13 33. Contains GSSs, complete sequence [Homo sapiens] 


- 6.4 ' 


5139: 


XM_,036394 


Homo sapiens calcium/calmodulin-dependent protein kinase IV 
(CAMK4), mRN A K '- ^ • ?*>'r. ; ^ 


^ 0003 


5140 


XM_f)47419 


Homo sapiens LOC87974 (LOC87974), mRNA 


. 0.21 


5141 


AJ404314 


Amphisorus hemprichii 18S rRNA gene, isolate 720 


0:71 


5142 


AF324889 •. 


Homo sapiens myosin phosphatase target subunit 2 (MYPT2) gene, 
exon 1 V ' . -•• : '. "/'v:-' •••• •" • ." • 


0,23, V 


5143 


; ' J04434 . 


Bacteriophage PBS2 (from B.subtilis) uracil-DNA glycosyiase 
inhibitor gene, complete cds \ : 


0.61 


5144 


XMJ)41213 


Homo sapiens inter-alpha (globulin) inhibitor, HI polypeptide ; • 
(1T1H1), mRNA v - - ■ . V'- 1 ; " 


' 5.5 ;" • 


5145 ; 


. AF187881 


Homo sapiens leukointegrin alpha d gene, promoter and partial cds 


0:026 


5146 


Z70180 


P.quinquangularis chloroplast matK gene 


- 2 : • 


5147 . 


AK025364 . 


Homo sapiens cDNA: FLJ2171 1 fis, clone COL10156 


: : o 


5148 ; 


XM_045594 


Homo sapiens hypothetical protein MGC48 16 (MGC48 16), mRNA 


5E-82 


5150 


AB029068 


Mus musculus gene for Ser/Thr kinase KKIAMRE, exon 1, 2, 3, 4; 5 


0.63 


5151 


AF215555 


Blakea trinervia NADH dehydrogenase subunit F (ndhF) gene, partial 
cds; chloroplast gene for chloroplast product 


0.71' 


5152 


XMJ)26967 


Homo sapiens hypothetical protein MGC2668 (MGC2668), mRNA 


1:9^ 


5153 


M32328 


C.pipiens esterase Bl gene, complete cds 


0.008 


5154 


U58744 


Caenorhabditis elegans cosmid F55F1 


. 0.43 . 


5155: 


AF228498 .. 


Escherichia coii AgaR (agaR), KbaZ (kbaZ), AgaV (agaV), AgaW 
(agaW), AgaE (agaE), AgaF (agaF), AgaA (agaA), AgaS (agaS), 
KbaY (kbaY), AgaB (agaB), AgaC (agaC), AgaD (agaD), and Agal 
(agal) genes, complete cds . - v 


K 0.72;'/ 
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• : Table 3 A Nearest Neighbor (BlastN vs. Genbank) , 


SEQ ID 
NO 






D \/AT TIP 


5156 


; L36898 


Saccharomyces cerevisiae mitochondrion transfer RNA-Glu (tRNA- 
Glu) gene * . 


: 0.69 - 


'5158 




risum sativum rSL>rioj gene ior. cnaicone synmase, complete cos 


U. / 


"5159 


AKUloU&U 


Mus musculus-i l days embryo head cDN A, RIKEN full-length ' 
enriched library, clone:6230403H02, full insert sequence , '■".[ '■ 


p. 4 


5160 


: Xyjl/j ; 


P. falciparum complete gene map of plastid-like DNA (IR-A) - 




5161 


-•; D16417 - ; 


Dictyostelium discoideum mRNA ' v 


0.009 


5162 


AF267204 


Candidates Carsonella ruddu natural-host Cacopsyila brunneipenms 
ATP synthase alpha subunit (atp A) gene, partial cds; ATP synthase 
gamma subunit (atpG) gene, complete cds; and ATP "synthase beta ' > 
subunit (atpD) gene, partial cds ; ; 




5163 


■ A TT"> £L A C. C A 


Asterelta tenella trnL gene, intron sequence; chloroplast gene for 
chloroplast product : : r ••<••' - - • * ■ 


0.4 


5164 


AF003143 


Caehorhabditis elegans cosmid C53H9, complete sequence 


0.23 - 


5165 


Ml 9459; 


Plasmodium falciparum interspersed repetitive DNA and an open 
reading frame . " = : \ 


u.uus 


5166 


• ,AK001362- 


Homo sapiens cDNA FLJ10500 fis, clone NT2RP2000369 


.0.23 


5167 


• A CI H(\(\ r )'i ■■■ 

Arl/UUz-5 


Anopheles gambiae clone 138 genomic sequence . • 


n ^7 


5168 


A TA 1T1T3 "' 


Joucnnera apmaicoia piasmia puicz, upc ana irpo genes 




5169 


AF158077 ; 


Pisacha naga 16S ribosomal RNA gene, partial sequence; / 1 ; - \ 
mitochondrial gene for mitochondrial product 


: ' 0.019 


5170 


U68721. 


Botryptinia fuckeliana endopolygalacturonaise 5 (BcPGA5) gene, ; 
complete cds • . . 




5171 


AK026372 


Homo sapiens cDNA: FLJ22719 fis, clone HSI14307 


. e-116 


,5172 


NM__031130 


Rattus norvegicus nuclear receptor subfamily 2, group F, member 1 < 
(Nr2fT),'rnRNA ;,• > > . - ' ' ; ' - " 


3 


:', 5173 


AY034470 


Homo sapiens clone BGL2 mRNA sequence ' :1 


0.064 


5174 


AF 108841 


Homo sapiens human endogenous retrovirus HERV-H10 pol protein 
(pol) gene,, partial cds; env psevidogene and 3 ■ LTR, complete 
sequence. 


u.uuy 


5175 


AJ251957 


Giona intestinalis mRNA for nuclear lamin (lamin L2 gene) 


1:9 


5176 


XM_045437 


Homo sapiens a disintegrin and metalloproteinase domain 33 
(ADAM33), mRNA . : : ": • \ ; ' ' 


0.71 


SI 77 - 


! AF177QSn : 
rvT 1 / / VOJ 


Homo sapiens NAD+-dependent 15-hydroxyprostaglandin . • 
HfKvHrnapn^QP rPODl-n pptip nrnmnfpr pvotiq 1 arid 2 and oartial cds 


9.9 


5178 


AF181632 


Drosophila mehmogaster BcDNA.GH05095 (BcDNA.GH05095) 
mRNA, complete cds 1 ^- ; : . ; ' : ; ' 


. 0.23 . 


5179 


AK018339 


Mus musculus 10 days neonate cerebellum cDNA, RIKEN full-length 
enriched library, cIone:6530414F 19, mil insert sequence 


'": 2.1 


5180 : 


XM_050838 


Homo sapiens wingless-type MMTV integration site family, member 
lOA (WNTlOA), mRNA ' h : . ''' : Y 


' 0.22 


5181 


^AJ308588 f 


Medicago truncatuta partial mRNA for nodulin 25 (nod25 gene), 
clonc3 : -;<\' : 7'\- : ^}/':.r- • .v.V- j ■ 


' :-> 4.3 ' " 
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' V- ' 1 ijy '• " Table 3A Nearest Neighbor (BlastN vs. Genbank) \:j :'• 


SEQID 
NO 


"ACCESSN 


' ^py^-- : ■ ; - DESCRiP V ' .. . ; - - • : : : y:i - : 


P VALUE 


5182 


AF229797. 


Homo sapiens cis-golgi SNARE (GOSR1) gene, exon 9 and partial . 

cds r -;V'- .'• ' ; '-' ; ; ; ■ ■ - r --:- *'.'•"•' 


• 0 ' ; 


5185 


Z68107 


Caenorhabditis elegans cosmid F48C5, complete sequence 


2.1 


5186 


AY026045 


Mus muscuius germ cell-specific unknown protein mRN A, complete 

cds ••; " :;; { '•■':■ ;.' >" •>'' .' ' :'•"* ". ' 


'0 079 , 


5187 


AF309515 


Staphylococcus aureus serine protease operon, complete sequence 




5188 


AF355103 


Pleurotus ostreatus linear mitochondrial plasmid mlp2, partial 
sequence 'V >"'.'•'•• - • '/ : -; } ' :•• • ; ■ V' .; -.\ : -'~[" 


0.069 ; 


5189 


AF055079 


Panulinis argus inositol 1,4,5-trisphosphate receptor (IP3R) mRN A, 
complete cds : v • 


'5.2 


5190 


AC007184: 


Arabidopsis thaliana chromosome 11 section 163 of 255 of tlie 
complete sequence. Sequence from clones Tl 1P1 1 


6 1 


5191 


AB044348 


Arabidopsis thaliana AtSUGl mRNA, complete cds ^ ; ; / 


1.2 


5192 


XM 003320 


Homo sapiens hypothetical protein FLJ11155 (FLJ11155), mRNA 




5193 


AF 148987 


Legionella fallonii macrophage infectivity potentiator (mip) gene, ; 
partial cds - : ' : V ". f '^ x ; '■: ' . ■ • '. 


0.067 


5194 


.X54200 


Chicken mRNA for GARS- AJRS-GART 


0.019 


5195 1 


AE005885. 


Caulobacter crescentus section 2 1 1 of 359 of the complete genome 


' 0.62 


5196 


AF228498 


Escherichia coli AgaR (agaR), KbaZ (kbaZ), AgaV (agaV), AgaW • 
(agaW), AcaE (agaE), AgaF (agaF), AeaA (agaA), AgaS (agaS), : . 
KbaY (kbaY), AgaB (agaB), AgaC (agaC), AgaD (agaD), and Aga! 
(agal) genes, complete cds • 1. ■ "•. /•.;'•.;;>-••, 


063 


5197 


; U09859 


Bos taurus enterokinase mRNA, complete cds 


6.2 


5198 


' AF057708 


Pppulus balsamifera subsp trichocarpa PTE) protein (PTD) gene, . 
complete cds \ • ■ 


6.68 


5199 


AF238381 


Homo sapiens PTOV1 (PTOV1) gene, complete cds 


0.18 


5200 


'AF 11 9554 


Plasmodium falciparum para-aminobenzoic acid synthetase gene, 
complete cds v 


0.13 : 


5201 


X82675 


B. taurus BoLA-All gene (exon 6-8) 


0.71 . 


; 5202 


AF303087 


Tilapia mossambica glycoprotein alpha subunit mRNA, partial. cds 


o.64 : 


5203 


•NM. 006649 


Homo sapiens serologically defined colon cancer antigen 16 ; ; 
(SDCCAG16), mRNA ; , . ^ '.'T'" [ 


: 1. 7 


5204 


AF240597 


Homo sapiens clone 7ptelc l lt7 sequence 


e-112 


5205 


• BC006702 


Mus muscuius, RIKEN cDNA 4930529008 gene, clone MGC: 793 5 
IMAGE:3583936, mRNA, complete cds ; ; " ' : ^ 


: 6.3 . 


5206 


AF295769 


Mus muscuius SMAD 1 gene; intron 1 , partial sequence 


.0.007 


5207 


• AF118099 : 


Toxoplasma gondii PITSLRE-like protein kinase (tpkl) gene, partial . 

cds ; ' ' - • - : - • '•" ' ' • • • ■ " . ■ .-' 


1.9 


5208 


; AF143952 


Homo sapiens PELGTA (PELGTA) gene, complete cds 


0.44 


5209/ 


AF028710 


Influenza A virus (A/Hong^ohg/156/97(H5Nl)) hucleoprotein ■ 
mRNA, complete cds, •'• : v,; ,V. ' - : ' . ' ■■■ • ;' : S . 


• 1.7 / 


5210 


XM^O 17097 


Homo sapiens active BCR-related gene (ABR), mRNA 


,0 ? 7 
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- Tabic 3A Nearest Neighbor (BlastN vs. Genbank) : V : :; ;< - : 


SEQ1D 
NO 


•ACCESSN • 


'.•••"••;V : ' ' ' DESCRTP ; \ v - , : 


P VALUE 


5211 


• M33312 


Rat hepatic steroid hydroxylase 1IA1 (CYP2A1) gene, complete cds 


0.54 


5212 


L05616 


Dicryostelium purpureum (Dpp4) DNA sequence, repeat region 


0.061 ' 


5213 


' AE001425 


Plasmodium falciparum chromosome 2, section 62 of 73 of the v ; 
complete sequence • " ; : - : • ■% : • : • ^ : 


0.001 


5214 


XM„006574 


Homo sapiens similar to plakophilin 2 (EL sapiens) (LOC93 271), V 
mRNA ;. . . : ;, . • ' . ' ;. {: '•• ' '-"V:; . ' • " }l '. 


0.009 


5215 


XM_0ill95 


Homo sapiens centromere protein E (3 12kD) (CENPE), mRNA 


0.002 


•5216 


AF 181881 


Helicobacter pylori TolB (tolB) and PAL (excC) genes, complete cds 


0.65 


5217 


■/U33208 


Human B-lymphocyte activation antigen (B7.1) gene, enhancer region 

and 5* UTR -. : --'v ' . ! }-h y y ; ' 


. 0.0003 


5218 


AB052187 


Macaca fascicularis brain cDNA, clone:QnpA-12170 ; 


0.7. 


5219 


AY032741 


Drosophila melanogaster H.M.S. Beagle transposon long terminal r 
repeat, complete sequence; and heat shock protein Hsp70Ab gene,' 
promoter and partial cds . -V ; r 


^ 0.63 . 


5220 


AJ276592 


Pisum sativum lip 1 mutant copl gene for constitutively 
photomorphogertic 1 protein, exbns 1-19 - ; ; : • 


v >' : 5.7 '■' 


5221 


XM;045136; 


Homo sapiens similar to cadherin related 23 (H. sapiens) v ; 
(LOC92444), niRNA v ; -: : ^ ; 


2E-52 


.• 5222 • 


AK014534 


Mus musculus 0 day neonate skin cDNA, RIKEN fullrlerigth enriched 
library, clone:4631424J17, full insert sequence 


-i-"2E-55 V ' 


5223 


. U67572::. 


Methanococcus jannaschii section 114 of 150 of the complete genome 


0.65 


5124 


AK026607 


Homo sapiens cDNA: FLJ22954 fis, clone KAT098 13, highly similar 
to AF010315 Homo sapiens Pigll (PIG11) mRNA -C-" '/ ■> v • 


0.21 


5225 , 


Y08580 , 


F.rubripes hsp70-3 gerie, 3'UTR - ; ^ 


1.8 


5226 


AL350819 


Human DNA sequence from clone RP1 1-109B17 on chromosome 1 , 
complete sequence [Homo sapiens] 


0.76/ 


- 5227 . 


AF1 18099 


Toxoplasma gondii PITSLRE-like protein kinase (tpkl) gene, partial 

cds • • /. '•' .'• -v " ] - • ' " 


: 1.9 


5228 . 


U48937 


Homo sapiens amiloride-sensitive epithelial sodium channel gamma 
subumt gene, promoter region and exon 1 


5.1 


5229 


AKO 17057 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, clone:493 3434120, full insert sequence ; 


1.8 ; 


5230 


AF044770 


Phaeoprogne tapera microsatellite HrU6 allele 2 repeat region. 


4.6 


5231 


XM 012268 


Homo sapiens amino acid transporter 2 (KIAA1382), mRNA 


0.009 


: 5232 


BC008544 


Mus musculus, Similar to hypothetical protein, clone MGC.7703 - . 
IMAGE:3497634, mRNA, complete cds ' • ^ '^C 


.'7E-22. 


5233 


AB046353 


Sapporo-like virus Yak2-2000-jp pol gene for RNA-dependent RNA 
polymerase, partial cds : : ; 


• 6:2 


'5234' 


L07305 , 


Histoplasma capsulatum (clone pMS3) H^ATPase gene, complete cds 


0.65 • 


5235 


NMJU2828 


Rattus norvegicus Calcium channel subunit beta 3 (Cacnb3), mRNA 




5236 


AF277959 


Helicobacter pylori strain. 96-74 BabB (babB) gene, partial cds 


0:1 1 \ 
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V ]: - ' Table 3A Nearest Neighbor (BlastN vs. Genbank) ; • 


SEQ ID 
NO 


ACCESSN 


vV;'': . 'DESCRIP ^ - ' V ^ K'?/'- ; . ', " 


P VALUE 


5237 


: :*.;: £16681 V 


H. sapiens (D8S266) DNA segment containing (CA) repeat; clone 
AFM151ye3; single read 


\ 0.003 


5238. 


AB049452 


Staphylococcus epidermidis composite transposon DNA, complete 
sequence ; - : . ';'Y;---^ ; . .;L*.;y ; -'\ • : . : •' . - 


0.077 


5239/ 


X83673 ', 


X.laevis SSB1 gene " r . • / 


1.5 


5240 


% , 

XMJ)45182 


Homo sapiens/serine (or cysteine) proteinase inhibitor, clade F (aipha- 
2 anUplasmin, pigment epithelium derived factor), member 2 y . 
(SERPINF2), mRNA . ; " • v ; ; ;r ; V W } 


/ 6.2 " 


5241 


AF263074 


Cobitis paludica cytochrome b gene; partial cds; mitochondrial gene 
for mitochondrial product : v ^ . ; -• 


0.15 • 


5242 


XM_029785 


Homo sapiens Kell blood group (KEL), mRNA 


2 i .:. 


•' t - ; - . " 
:5243 


: AE006148 


Pasteurella multocida PM70 section 115 of 204 of the complete 
genome f . • :-^ v W\ )y : y '•,>■'■ "" - •.. : 


' -5.5 • .. 


5244 


• X81975 


B. vulgaris mRNA for sucrose 6-phosphate synthase 


; 1.3 


5245 : 


NMJB3105 


Homo sapiens beta cysteine string protein (LOC85479), mRNA 


0.000006 


5246 


ACd06164 


Homo sapiens clone UWGC:y28gap from 6p2 1, complete sequence 


0.47 ' 


• 5247 


: AJ279971 


Canis familiaris microsatellite DNA, clone DTRcn.20 


0.022 


5248 


: AE005618 


Escherichia coli 01 57:H7 EDL933 genome, contig 3 of 3, section 237 

of 290 V v . • • y V^'S.- ' ■ :• ; ' : ; . ' 


0.56 ■ 


5249 


Aj012338,- 


Listeria monocytogenes Not! restriction site number two and flanking 

sequences.,:- •; \'' ' T -' : ' 


1.6 V- 


.5251 


D 14027 ' 


Mouse DNA for TL antigen, complete cds 




5252 


Y 12285 


H.armigera mRNA for putative serine protease, clone SR106 


• 0.009 


V. 5253 : 


AF281912 


Homo sapiens clone 16qtel__c89bt7 sequence / 


1E-68 


5254 


NC 001790 


Ovine papillomavirus 2, complete genome 


0.61 


• 5255 


XM_031110 


Homo sapiens kallikrein 10 (KLK10), mRNA 


0.041 


5256 


XM 042732 


Homo sapiens guanine nucleotide binding protein (G protein), alpha ^ 
inhibiting activity polypeptide 3 (GNA13), mRNA 


, 0.42 


5257 


XM_ 033541 


Homo sapiens KIAA0704 protein (ORP3), mRNA 


0.022 


5258 


AL5 12432 , 


Human DNA sequence from clone RP1 1-245H22 on chromosome 6 
Contains GSSs, complete sequence [Homo sapiens] 


0.0001 


5259 


S82508 " 


Human adenovirus type 9 E4 protein (E4), Orf2, Orf3, Orf4, and Orf6 
genes, complete cds; and Orf7 gene, partial cds 


' 1.6 


5260 


XM 015579 


Homo sapiens hypothetical protein FLJ13 105 (FLJ13 105), mRNA 


: ■ 12 • 


5261 • 


/ AF009177 ; 


Helicobacter pylori pfs protein homolog (pfs).and sigma 80 (rpoD) , 
genes, complete cds . " . ; : ' - / ■ 




5262 


ABO 15470 


Arabidopsis thaliana genomic DNA, chromosome 5, TAG 
clone:KlB16 ^ V ' — v^ v >.: : .. V>. - , : - 'V : '-^V 1 ■ 


5.2 


5264 


L08970 


Nematode choline acetyl transferase (cha-1) gene, exons 1-1 1 and 
complete cds : • ^ : -:v : 


.0.29 


- 5265 • 


D88193 


Brassica rapa DNA for S-receptor kinase, complete cds 


, • 0.69 - 


5266* 


.XM_046294 


Homo sapiens testis expressed sequence 15 (TEX 15), mRNA 


0.21 


1:5261, 


XM_ 027078 


Homo sapiens ATPase, Class V, type 10D (ATP10D), mRNA 


. 0.22 
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j • ' v Tabic 3A Nearest Neighbor (BlastN vs . Genbank) : 


SEQiD 
NO 


•ACCESSN. 


;<- : ^^ : . :; ^-V ; - :' ;: :'.; / ' 


P VALUE 


5268 


AKO 19309." 


Mus museulus adult male hippocampus cDNA, RlKEN full-length ./. 
enriched library, clone:2900009Il9, full insert sequence 


2E-13 


5269 


NM__0 16985 


Mus museulus myorubularin related protein 1 (Mtmrl), mRNA 


0.0004 


5270 


- AK020049 • 


Mus museulus 13 days embryo male testis cDNA, RIKEN full-length 
enriched library, clone:6030408K 18, full insert sequence 


. 1.8 


5271' 


AF323989 


Danio rerio transcriptioniar intermediary factor 2 mRNA, complete cds 


63/ 


5272 : 


AF175275 . 


Pisum sativum trans-cinnamic acid hydroxylase (CYP73A9) gene, •• 
CYP73 A9-vl allele, partial cds > 1 


0:073 


5274; 


. /AF327749 


Mus museulus smoothelin gene, promoter and partial sequence 


. 6E-I1 


5275 


AJ276633 . 


Glomus mosseae partial TOR2 gene, exons 1-9 


6 


5276 . 


, AFH0612 


Boophilus microplus cytochrome b apoenzyme (Cytb) gene, partial 
cds; tRNA-Ser, tRNA-Leu, tRNA-Cys, and tRNA-Met genes, 
complete sequence; and NADH dehydrogenase subunit 2 (ND2) gene, 
partial cds, mitochondrial genes for mitochondrial products . 


0.072 


5278. 


XM_043395 


Homo sapiens fatty acid desaturase 2 (FAD S2), mRNA 


3E-36 


5279 


XM__046528 


Homo sapiens zinc finger protein 133 (clone pHZ- 13) (ZNF133), • 
mRNA ' V' • ^ v-.-.\, ' : ' * • 


2 


5280 


U20807 : 


Bos taurus protein tyrosine phosphatase BAH mRNA, complete cds 


0,19 


5281 


XM j)36368 


Homo sapiens hypothetical; gene supported by AK026802 
(LOC91132), mRNA • > - \ ' : 


0.026 


5282 


XMj007023 


Homo sapiens G protein-coupled receptor kinase-interactor 2 (GIT2), 

mRNA/-: ;^ \ r': : \ : --- ' ■ - ' ;■ . : \ . 


7E-44 


5283 


: U86362 


Saccharomyces cerevisiae MAL gene divergent promoter region, and 
hypothetical protein, complete cds ^ : V 


( 024 : 


5284 


. Yl 1740 


Rsapiens whn gene, exon la and lb 


0.22 


5285 


v .' *S78915 : V 


{Mul element insertion site, clone 11} [maize, Transposon, 300 ntj ■ 


0.002;- 


5286 


AF310896 


Dictyostelium discoideum RacJ (racJ> gene, complete cds; LagC-like 
protein (lagC3) gene, partial cds; and unknown genes 


0.23 


5287 


AJ012333 


Buchnera aphidicoia plasmid pBTc2, trpE and trpG genes 


0.027 


5288 


AF282046 


Homo sapiens clone 15qtel_c321bt7 sequence 


4E-30 


5289 . 


' . . .. . .." 

: L25128- 


Lycopersicon esculentum auxin-induced proteinase inhibitor (ARPI) 
gene, complete cds • ':. ' • 


0:5 1 ' 


; 5290 


XMJ)49605 


Homo sapiens KIAAL467 protein (K1AA1467), mRNA 


; 2E-46 


■5291 


AE002114 


UreapJasrria urealyticum section 15 of 59 of the complete genome 


' 0:054 


5292 


. AF208678 . 


Aedes aegypti clone p502, Pony-Aa-B6 MITE repeat region ; 


3.9 


5293 ; ' 


AK024656 


Homo sapiens cDNA: FLJ21003 fis, clone CAE03685 


5E-55 


5294 


.NC_002355 


Bombyx mori mitochondrion, complete genome 


= -2.1 1 


5295 


; AK023898 


Homo sapiens cDNA FLJ13836 fis, clone THYRO 1000734 


0.008 


5296 


: AE002342 


Chlamydia muridarum, section 70 of 85 of the complete genome 


•'- 1.9 
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v - • 'i- • Table 3 A Nearest Neighbor (BlastN vs. Genbank) ; ' : ; • 


SEQID 
NO 


ACCESSN.' 




P VALUE 


5297 


XM 032347 


Homo sapiens region containing TLS-associated serine-arginine 
protein 1; TLS-assoeiated serine-arginine protein 2; TLS-associated 
scriiicrdigiiuiic pruiem 1 l^o-dbsocidieu acnne-drgniiiie proiein z, 
TLS-associated serine-arginine protein 1; TLS-associa> 


•y - 
: 0' ; : 


5298 


VZ63116 


fl-odpiyllo v^pVJ IMdlHl .L7lN/\ gCllUllUW IVibCl lidglllCIU., HOIie /©Cr, ■ 

reverse read cpg78e4.rtla ; : ' ■ l'\ i : • ' " 


0.24 


5299 


' . AE006833 


Sulfplobus solfataricus section 192 of 272 of the complete genome . 


6.4 


5300 


XM_032811 


Homo sapiens similar to ZINC FINGER PROTEIN 20 (ZINC • ■.' 

PROTFTN KT>Y1 ^ fDK F7PS7?P0Q?fh Vw c^ni^rici 
rii\vji_»rv r rvvy i ivvja i o j ^j_/rvFZjjr J i i*k\jy l\j ) \r\ . odpiciibj 

(LOC90591), inRNA ; ; ' ' , . 


b.21 


{5301 




HoiiLp sapiens DN A methyltransfcrase (DNMTl) gene, exons 2, 3, 

culu *t . . . ; ,'.>•« ' ' . • . ' ■ 




5302 : 


' • U92963 { 


Pygathrix roxellana NADH dehydrogenase subunit .3 (ND3) gene, . 
partial cds, tRNA-Arg gene; complete sequence, NADH V 
dehydrogenase subunit 4L (ND4L) and NADH dehydrogenase subunit 
4 genes, complete cus, ano y\iN/\-jrus, u^N/\-oer anu uvin/\-. . 
Leu genes, comp> ^ ' ^ . ; 


0.17 


5303 


■ Zjyyojj 


Euglena deses chloroplast psbC gene: complete group III twintron, : 

CL/IlipiClC JltlCIIlclJ lUdll J^CIIC, yalUdl J iiMlJ J pal/v>--.CA|Jlii . 


v - *r. / 


5304 


AB047962 


Macaca fascicularis brain cDNA, clone:QnpA- 13041 


e-125 


5305 


API V 

•;■ /VT IJ7 7'1J 


jpupioies crdssus Lrdnspusuii icli oiuue leci-z on z diicx uii j . 

poCUClUgt-llCb, t/UIHpivLC oCmiCllCC t ■ • 




5306 


1 1 J*f J» J 


fviuy vcruiiiyLCb id.Liib fjl/v^i gene, piumuicr icgiuii 


A OR 7 


5307 


> U67506 : 


Methanococcus jannaschii section 48 of 150 of the complete genome 


1.4 • 


5308 


* • U / JytJ 


jjdCiiiUo suDuiis puospiioJiruciOKindbe i VPM^J- ) \&*-n^> parudi v^^ ? diiu 
pyruvdic Kiiidac l gcuc, uoiupicie L/Ua 




5309 


, U72027 . 


rjos taurus pnotoreceptor cusk nm speciiic proiein rom-i ^KVJivn^ , 
mRN A, partial cds ■ ' 


0.06 


5310 


AlUJuV 


IVIL/C dipild-dilljldaC gCllC . ••> 


? 1 


5312 


AB049900 


Macaca fascicularis brain cDNA, clone:QnpA-19713 


0.01 


5313 


-77d7^A '•' ' 


u.pOIHUC Llipj l dUU ipdl gCIlCi>, LUlIipiClv b ■ 


\J.\j\JD 


5314 


XM_002989 


Homo sapiens similar to hypothetical protein FL J 10546 (H.. sapiens) 
(LOC93548), mRNA V \ - : / v \ ' 


5E-62 


5316 




S nnmbe chrofno^nmp T GO<»mid r458 * - 

kj • Lf VJlUvV^ will \J 1 LIVJ Jvlllv . A vvullUU w t ^/ \J ■ 


0.61 


5317 


XM_044123 


Homo sapiens cadherih 20, type 2 (CDH20), mRNA 


' 4E-48 


5318 


AF038866 


Bacteroides fragilis transposon Tn5520 transposase (bipH) and 
mobilization protein BmpH (bmpH) genes, complete cds 


V . 0.73 r 


5319 


AF332577 . 


Homo sapiens prosomal P27K protein (PSMA6) gene, partial cds 


2E-51 


5320;. 


X68650 


O.cuniculus mRNA for ryanodine receptor : J 


• 0.55 


5321 


XM__038450 


Homo sapiens hypothetical protein FLJ20694 (FLJ20694), mRNA 


0 ... • 
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■:■■■=' :: : Table 3A Nearest Neighbor (BlastN vs. Genbank) ; * 


SEQ1D 
NO 


• ACCESSN 


: • •^■r-' ' ) '■• ' r • DESCRIP ' : .: 


P VALUE 


5322/ 


Z65960 


H.sapiens CpG island DNA genomic Msel fragment; clone 69d2, 
reverse read cpg69d2;rtlb : -^-.7" 'V" v : 


1.7 ' • 


■5323 


AF3.17661 . 


Candida albicans 60S acidic ribosomal protein type P2-A (p2A) gene, 
complete cds v 


. 5.8 


5324 


AE001776 


Thermotoga maritima section 88 of 136 of the complete genome 


0.64 


5325 


NM_031987 


Rattus norvegiciis carnitine octanoyltransferase (COT), rnRNA 


0.62 


5326 


AB035500 ; 


Rana riigosa gene for FTZ-F1, exon 1 


0.009 


• 5327;' 


:U67490; 


Methanococcus janriaschii section 32 of 150 of the complete genome 


0 2 


'5328 


AB060000 


Glycine max mRNA for hypothetical protein, complete cds, 

clone: SSC2 ; v^- : : ; : oK/. V . - - ; 


0.22 


5329 


. U50840 " ; 


Borreiia garinii 70 kbp plasmid D6 protein gene, complete cds 


, 0.072 


5330 


• :'U67535 


Methanococcus jannaschii section 77 of 150 of the complete genome 


■\ 2:1 


5331 


AK001125 


Homo sapiens cDN A FL J 10263 fis, clone HEMBB 1000991 


. 3E.43 


5333 


7^029114 • 


Ascogaster sp. 16S ribosomal RNA gene, mitochondrial gene for 
mitochondrial RNA, partial sequence :j" >; ; 


0.068 


5334 


AF3 20594 


Homo sapiens PKD1P4 pseudogene, exohs 2 through 15 


6.3 


. '5335 


•AY021494 


Oryza saliva microsatellite MRG3819 containing (TA)X27, genomic 
sequence V\'' : "= ' -. * •",*•"/" V- • v \Y ' : 


0.024 


5336 


AF 146651 


Homo sapiens glyoxalase-I gene, complete cds 


0.056. 


..5337: 


AB054516 


Globicephala melas DNA, SINE flanking sequence Mago22 locus 


0.024 


5338 V 


AC001052 


Homo sapiens (subclone l_f6 from PI H56) DNA sequence, complete 
sequence '" : : .*.'■ V . \" " • . ' 


v aoo3 


5339 : 


; U00951 - : 


Human clone A9A2BR1 1 (CAC)n/(GTG)n repeat-containing mRNA 


0.65 


5340 


AF298180' 


Caenorhabditis elegans tropomyosin isoform IV mRNA, complete cds 


v 0.64 V 


5341 


XM '042336 


Homo sapiens hypothetical gene supported by AK025398 ; : 
(LOC92036), mRNA V • ' ; ■ v 


> 2.1 


5342 


L44121 


Homo sapiens (clone pHK2 . 1 D) CMT 1 A gene, repeat unit 


; 0.0003 


'.>••' - 
5343 


AE005556 


Escherichia coli.0157:H7 EDL933 genome, contig 3 of 3, section 175 

of 290 •. : ' ■ ■ ■ ; - ■ \ : ■ ■ . . - V. \ 


; 0.23 


5344 


AB035185 


Homo sapiens RHD gene, intron 9, complete sequence 


' . 0.63 : 


5345 


' AC013455 


Homo sapiens BAG clone CTD-2347014 from 7pl2-p 14, complete 
sequence . v-; ..: ••' ' 


1 0.23 


5346 


AJ234722 


Hordeum vulgare genomic DNA fragment; clone MWG203 1 .rev 


0.24 


-5347 


X79699 


H.sapiens ALU repeat, 230bp 


0.0003 


5348 


XMJ5Q246 


Homo sapiens secretory protein SEC8; KIAA1699 protein (SEC8), 
mRNA ; ' ■ • . • ' '-' • ■■^ "v- ■ ": ' ^-A: 


b 


5349 


AB063075- 


Macaca fascicularis brain cDNA clone:Qtr A-l 1888, full insert . 
sequence - .". '; ' ■ '• '.- ■' >•".•'•; • : \. 


2E-1? 


.5350 




H.sapiens CpG island DNA genomic Msel fragment- clone 152h9, • 
reverse read cpgl52h9.rtla .." "•->•. f ♦ \ V /; .■; Vv' ' 


0.69 


5351 


L44121 / 


Homo sapiens (clone pHK2 .ID) CMT1 A gene, repeat unit 


.0.069 
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.-v ^ v ' : '. •■ /Table 3 A Nearest Neighbor (BlastN vs. Genbank) 


SEQED 
NO 


: ACCESSN • 


: f\ ' ■ - ; DESCRIP ' • • ./—^ V 


P VALUE 


5352 


AE002722 : 


Drosophila melanogaster genomic scaffold 14200001 3385665, / . 
complete sequence > 


. 1.5 - 


•5353 • 


AF201021 


Stachyarrhena sp. Jansen- Jacobs 4707 ribosomal protein S16 (rpsl6) 
gene, partial intron sequence; chloroplast gene for chloroplast product 


•0.072 


-5354 


Y 17506 


Euplotes octocarinatus tRNA-Cys gene 


0.024 


£5356/ 


XM_040516 


Homo sapiens hypothetical protein FLJ 14454 (FLJ14454), mRNA 


0.7 : 


5357 ; ' 


AF287736 


Mus musculus DREAM/calsenilin/KChIP3 gene, complete cds and - 
exons 3, 4 and 5, alternatively spliced - \ % 




: 5358 


: AF230807 


Danio rerio PITP-less RdgB-like protein (plrdgB) mRNA, complete 

cds ■> ' ; . •••;.•<:•'. , '"V. : ';.|:' '■^V//-v 


' ; 6.1 


5359 


■ U67563 


Methanococcus janriaschii section 105 of 150 of the complete genome 


? 0.24 


5360 


•AE000935 


Methanobacterium therrrioautotrophicum from bases 1655364 to ; ^ 
1666496 (section 141 of 148) of the complete genome 


0 21 


5361 


;NM_P31819 


Rattus norvegicus FAT tumor suppressor (Drosophila) homolog (Fat), 

mRNA .;. : > . r • %}';::; ■ ■ ■ ■ ' ■! v> 


:- : -'5.2 : 


.5362 


XM_005889 


Homo sapiens kinesin-like 1 (KNSL1), mRNA 


3.6 


e 5363 


AF339829 


Homo sapiens clone IMAGE:609847, inRNA sequence | 


0.022 


5364 


NM_007715 


Mus musculus circadian locomoter output cycles kaput (Clock), 

mRNA? • v h vv - r - ' : yj^-h . ,. '3- v- : - '■■ V. > ■ V • ; r.K \ 


e-116 


5365 


XM 016117 


Homo sapiens hypothetical protein DKFZp586F1122 similar to /; 
axotrophin (DKFZP586iF 1 1 22), mRNA > ' : . 


o \; 


5366 


XM1005554 


Homo sapiens regulator of differentiation (in S. pombe) 1 (ROD1), 
mRNA • ; -- 'v' ; . ? •• ' : ; v 


4 6.3 " 


5368 


: : X76311 


H. sapiens endothelial nitric oxidase synthase gene, exons 15 and 16 


: ' 0.7 : 


536? 


XM_001738 


Homo sapiens proteoglycan 4, (megakaryocyte stimulating factor, ... v 
articular superficial zone protein) (PRG4), mRNA 


o;63 ; 


.5370 


AE000935 


Methanobacterium thermoautotrophicum from bases 1655364 to ; ' 
1666496 (section 141 of 148) of the complete genome . ,; 


0.23 


5371 


Y 180 11 


Phaedon cochleariae mRNA for chitinase 


0.021 


5372 


Z99768 ,- 


Flaveria trinervia gdcsP pseudogerie 


4.5 


•5373 1 


; AF342852 


Fusobacterium ulcerans strain NCTC 12112 16S ribosomal RNA ^ . 
gene, partial sequence; infernal transcribed spacer 1 , complete •. 
sequence; and 23 S ribosomal RNA gene; partial sequence i: 


; .:0.18 V 


.'5374 " 


:BG003397. 


Homo sapiens, hypothetical protein FLJ20505, clone MGC: 4960. T ; ; 
IMAGE:34485 18, mRNA, complete cds ? • ^ v • ' ; ' "": 


: lE-69 . 


•5375 


-^AF385088 "> 


Homo sapiens NOD2 (NOD2) gene, NOD2-2722G>C allele, exon 8 * 
and partial cds ; " . : : '% ■■' . 


0.58 


5376 


NC_000863 


Papio cynocephalus provirus, complete genome 


0.22 


: -5377 ' 


: : AFI2121^ 


Rattus norvegicus pro-alpha-2 (I) collagen (colla2) mRNA, complete 

cds : : ,] :y ;: - ^ • 




5378 


\ * BC009075 


Mus musculus, beta-l,3-N-acetylgiucosaminyltransferase 1, clone : , 
MGC:6892 IMAGE:26543 54, mRNA, complete cds > : ■ > - '• ' - 


„ 1.8 ' 
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; Table 3A Nearest Neighbor (BlastN vs. Genbank) : . • v :: "- : '} 


SEQID 

• NO 


ACCESSN . 


■ • ;'v v , : ; . ; DESCRiP - " : •- •• : 


P VALUE 


5379 


XM 00 1341 


Homo sapiens DKFZP547E 1010 protein (DKFZP547E1010), mRNA 


3E-15 


5380 


XM_046408 


Homo sapiens KI AA104 1 protein (KIAA104 1), mRNA 


0:52 


-5381 


" AK020701 


Mus muscuius 6 days neonate skin cDNA, RIKEN full-length 
enriched library, clone: A030009B 12, full insert sequence 


0.000001 


,5383 


>U327il ; 


. v '- : ': K : ". :. K '- : ' - . •• • , V- ••• 
Haemophilus influenzae Rd section 26 of 163 of the complete genome 


0.021 


5384 


XM__046598 ; 


Homo sapiens DKFZP434K 1 56 protein (DKFZP434K 1 56), mRNA 


; ^0.58 


5385 


L43551 


Buchnera aphidicola anthranilate synthase large subunit (trpE) gerie 
and anthranilate synthase small subunit, (trpG) gene, complete cds 


.0.65 


5386 


XMJH2233 


Homo sapiens MDS023 protein (MDS023), mRNA ; ' : V 


0.6 v 


5387 


AF139358 


Homo sapiens BUB 1 protein gene, exori 17 


0.008 


5388 


AK020916 


Mus muscuius adult retina cDNA, RKEN full-length enriched ■', 
library, clone: A930031L1 4, full insert sequence ^ : : ; . 


\ 1.5 


; 5389 


AL390170 


Homo sapiens mRNA; cDNA DKFZp547E184 (from clone 
DKFZp547E184) . : v ' ' ; V " • • 


1.8 


5390 


AK021659 . 


Homo sapiens cDNA FLJ1 1597 fis; clone HEME A 1003 856 


0.21 


5391 


AK024200 


Homo sapiens cDNA FLJ14138 fis, clone MAMMA1002765 


0.00003 


5392 


AJ011727 


Homo sapiens partial TOP2 beta gene, sequence G ; 


0.00003 


5393: 


AFO 18079 


Homo sapiens leukemia inhibitory factor receptor (LIFG) gene, 
alternative promoter which is functional in non-placental tissues 


.' ... 7; 
;6;2 ' 


5394> 


AB063085 


Macaca fascicularis brain cDNA cione:QtxA- 1 4876, full insert . . 

sequence.- '-' ; • •' ' •'. • -V ; ' :<■■' 'f -\ > : .' 


0.026 : 


5395 


; AF 154673 


Homo sapiens olfactory receptor HPFI 11 OR (HPMIOR) gene, 
complete cds ■ / ' •. .: v - . 


0.23 


5396 


AE007505 


: •>..•-'..' ."; ' ' ■ •'■•^.:.- , '>;'S :! . ; v ; ';<'%*'<• ' . : -. \ ['.:[ 
Streptococcus pneumoniae section 1 88 of 1 94 of the complete genome 


. 6.6 : 


5397: 


> Z75199 


S.cerevisiae chromosome XV reading frame ORF YOR29 lw 


0.081 


5398 


AB042120 


Bornbyx mori Pao-like retrotransposon Kamikaze DNA, similar to 
polyprotein coding region 


0 24 


-5399 


AF379854 


Cloning vector pVLH/hsp, complete sequence 


0.0003 


5400 


XM 009648 


Homo sapiens HSPC072 protein (HSPC072), mRNA • 


. 0.022 


5401 


: AB056333 


Macaca fascicularis brain cDNA, clone: QflAr 13 486 . 


9E-14 


5402 


AK021824 


Homo sapiens cDNA FIJI 1762 fis, clone H EMB A 1 005670 


3E-46 


' ■'. 

5403 


AL513010 


Human DNA sequence from clone RP1 1-30M17 on chromosome 6, 
complete sequence [Homo sapiens] / . v ; 


0.026: 


5404 


AK023753 


Homo sapiens cDNA FLJ13691 fis, clone PL ACE2000 100 


0.077 


5406 


,AK0 14452 . 


Mus muscuius 18 days pregnant adult female placenta and extra 
embryonic tissue cDNA, R1KEN full-length enriched library, 
clone:3830422K02, full insert sequence 


f 0.17 : 


5407 


XM__003220 


Homo sapiens polybromo 1 (PB1), mRNA 


1E-35 


:5408 s : 


: Z78918 . 


H. sapiens flow-sorted chromosome 6 HihdIII fragment,. SC6pA19C6 


• • 1.5' • • 





. Tabic 3A Nearest Neighbor (BlastN vs. Genbank) <\ 


SEQID 
NO 


ACCESSN ; 


' , i 1 -'-. DESCRJP •". *• - ; ; .y-v" • 


P VALUE 


5409 


L13289 


Mycoplasma pirum purine phosphorylase gene, 3' end, ,;: 
deoxyriboaldolase, thymidine phosphorylase, cytidine deaminase, 
pliosphomannomutase genes^ complete cds, and triose phosphate ^ 
isomerase gene, 5' end - 


0.06 


5410 


AC024203 


Caenorhabditis elegans cosmid Y72A2A, complete sequence 


6.3 


5411 


AF373586 


Homo sapiens translocation breakpoint MLLT1/MLL fusion gene, 
partial sequence' * V 1 ; ■ ' . ^ ^ : •"*.: , '■';? ■ 1 


\ 0.54 • 


5412 


^•Z467W : ::- 


.A.pleuropneumoiiiae tibA gene for transferrin-binding protein (1949 

bp) ; ^ ■ < ; V 


: 0.025 


5413 


AF3 19044 


Methanosareina acetivorans strain C2 A MtaF (mtaF) and MtaG 
(mtaG) genes, complete cds : / - 


" 0.44 


5414 


AE001933 


Deinococcus radiodurans Rl section 70 of 229 of the complete ; : 
chromosome 1 A ; ;' ; 


: 6.3 


5415" 


•M22734 


Human platelet-derived growth factor A type receptor rnRNA, 
complete cds . : ''• > - : 


0:59 


5416 


AF264650 . 


Asterella.tenella trriL gene, intron sequence; chloroplast gene for / 
chloroplast product : ; ! V A 


6.4 


5417 


. AF378571 


Sambucus nigra clone VBL85 thaumatin-like protein (TLP1) rnRNA, 
complete cds ' ; 7\r,\'; y ■' V- -■ 'w'fv'" <' ' > " v 


1.6 


.5418 


U53183 ■ 


Rattus norvegicus 250 kDa estrous-specific protein rnRNA, partial cds 


0.7 


5419 


AK026673 


Homo sapiens. cDNAV FLJ23020 fis, clone LNG00943 . \. - V 


0.24 


5420 


. XM_041367 


Homo sapiens NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 
4 (15kD, B15) (NDUFB4), rnRNA '):■■-. •'. • V h ; " : o 


2E-10 


5421 


AY039939 


Arabidopsis thaliana unknown protein (Fl IF 12. 23) rnRNA, complete 

Cds " /\ : y : ---\'\'f\';< '.' - ■ .■ '. \ : .■ . • 


: ' 5:5 


5422 


AF250135 


Mus musculus splicing factor Sc3 5 (Pr264) rnRNA, partial cds, , 
alternatively spliced 


; :v 2.r • 


5423 


M32328 


C.pipiens esterase B l gene, complete cds 


0.003 


5424 


• U95369- ; 


Bos taurus inward rectifier potassium channel BUC rnRNA, complete 

cds' Vv, ' " : - • . • ;•' ; • ' ; •• . 


0*009 


.5425 


AE002157 


Ureaplasma urealyticum section 58 of 59 of the complete genome 


"' 5.7V ' , 


5426 


AF270633 


Homo sapiens clone 5qtel_ c25t3 sequence 


9E-56 


5427- 


Z28252 


S.ccrevisiae chromosome XI reading frame ORF YKR027w 


0.18 


5428 


AE00260 1 


Drosophiia melanogaster genomic s6afTold 142000013385253, 
complete sequence V ." r : " 


0.2. 


5429 


AJ403990 


Hyla arborea microsatellite DNA, clone WHA1-61 


3.8 


5430 


.NMJ)i9253' 


Rattus nprvegicus protein tyrosine phosphatase, non-receptor type 5 
(Ptpn5), rnRNA : ; " : ; ♦ - ' ; 


: - 0.73 , 


5431 


AE006543 


Streptococcus pyogenes Ml GAS strain SF370, section 72 of 167 of 
the complete genome , v 


6:61 ; 


;'5432. 


AF 146363 


Homo sapiens islet cell autoantigen ICA69 (ICA1) gene, exon 1 and ; 
partial cds :v ; ^ • ; : • ;f- •• .'>/>•-'-:. -v" -v : -\ 


;' 0.073 ; 


543 3- 


M96943 


Human prpfilaggrin gene exons 1^3, 5' end • • . 


0.066 


5434 


AK025246 


Homo sapiens cDNA: - FLJ2 1 593 fis, clone COL07050 


0.18 
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V : < - V ' Table 3A Nearest Neighbor (BlastN vs. Genbank) :^ : * . u . / 


SEQID 
NO 


: ACCESSN- 


. • \ ' ' : 1 DESCRIP • ' : ^ - • 


P VALUE 


5435 


XMJ)27835 


T-Trvmn canipnc opnpral francprinfinri fhffnr TTTf^ nnlvnpntiHp J. ^QOlrT^i^ 
JTlVJliLU od^Jidio g^ii\j\.<\\ Li allay l i^jliuii idV/lAJi in\^-, jJUijrpt'jjliLlV/ t ^./v/iVL-/ J 

(GTF3C4), mRNA 


5.9 


543:7 


A T99~^441 


RrnnpViiACtfvma "flnftHap Pav6 optip V AmnhiPavf^ plnnp T9 

J«J1 dlll/lUVJolVJllld. HVJllUdt 1 d AVy • J^ti 1 lt> ^/vlll|Jlll_t Cl A.VJ f , ^HJllV/ J x» 


0 94. 


5438 




Pmni^ patSaUiis DMA ohrnmn^ornp Xn71 niiprn^atpllitp TTCY^Q' 


0.73 


. 5439. 


AB049844 


Marapa fa^cicnlari^ hrain rDNA Hon^'OnnA-l 8414 r- 


. 2.2 ' 


5440 


YtOt 01674.0 


Homo sapiens similar to nuclear pore membrane glycoprotein 210 (M. 
miirciilirci fLOC91 181 > mRNA . V • - * 

lllUolsllluo^ ^Jj\Jv^7 1 lOl/j 1 1 1.1 V I N / V v.- 


0.19 


5441, 


AK01QS77 


Mus muscnlus adult male testis cDNA, RIKEN full-length enriched > 

liHrarv r1nnf»"40? 1 SO^PI 7 ill in<;prt <;pfiiiphpp • 


0 081 


.5442 


; AE003964 


Xylella fastidiosa 9a5c, section i 10 of 229 of the complete genome - 


'•-'•6 : v- 


5443 




P falrinamm rrimTilPtP ppup man of nla^tid-lilcp DNA 7TR-R » 

X , L&l\J %-\JCL&. villi VvVf IIIL/IV^LV KLV'llV' IIIQL/ V/i l/XUOUU 1UYV' Vlii v ^AlV *— ' / 


0.008 


5444 


AJ' 3 10264 


Ovis aries ieptin mRNA, partial 3' UTR 


' • . 2 ,2 ^ 


5445 


XM_048688 


Homo sapiens hypothetical protein FLJ 10420 (FU10420), mRNA 


• 2.2 . " 


5446 


AC007133 


• A rcihirlrvnctc tfialiansi phrnmncnmp TT cpptinn 90Q rvf 9SS nf thp -"' 

/VlClL/lvlUjJDia Uldlldlld VlLlVJlllvJoVJlllC 11 oC^LlVJH £*\jy VJl iJJ Ul UL1V/ . 

complete sequence. Sequence from clones T6A23, F13I13 ' , 


■ ; ■%■!:)*. " 


5447 


AT01 1797 


T-fnrnn «;aniipn<; nartial TOP7 heta penp <ipnnenre G 

ll\Jlll\/ OdL/lWllS- JJfll LlcU 1 V_/l U\^ICL o^vj|UlVvllV^w VJ .<..-_> 


0 00003 


•5448 




Wr\mr\ ccuSipnc p AN/TP rpcr\nnci^/p plptnpnt inr\Hiil!atrkr r^PP\A^ ctpiip 
nuiiUJ.adpiCAia ^//Aj.vJLr icopuiioivc. tit/iuciii iiiuviuidivJi ^v--i\j_<iyi^ g&iivv, 

pvnn T-T ' .•" ' .•. •*» •••'•»••• ... , .. . :,r • ' • ' - '• - ' : ' ' 


052 


5449 


AF9AQ1 1Q 


Staphylococcus epidermidis strain SRI clone step J 002a02 genomic 


• L9 ' 


5450 


AE001393 : 


Plasmodium falciparum chromosome 2, section 30 of 73 of the f 
complete sequence ' ; : 7 ^ > : 7 * , • 


•0.72 


5451 


XM_002437 


riomo sapiens c/vivir-reguidicu gUdiiine nucicouue cxcxutuge idcior 11 
(GAMP-GEFII), mRNA i : : ' - V - • : 


: V7E-32 . 


'5452 


AF9Q&99.1 


Hnmn QanipnQ RPPI-TT ^ ("'T^^ V pphp narfial rH<; 

ITUIIIU odpidlo I\Jr V^l-11 Z.p>l-jU v^L/Z. 1 gCH^, (^dllldl lUb 


0.007 


5453 


: AF254641 


Homo sapiens oxytocin/vasopressin allergenic region 


0.01 


'5454 


XMiO 10303 


tiomo sapiens piiospiidie cyuuyiyiirdiisicrdDe i, ciiuiiiie, ucid. lbuiunii 
(PCYT1B), mRNA : ^ • : a : ^ . JV ' ^ 




5455 


AK014447. 


ivius museums io nays pregnant duun iciiidie pidcenid dim CAixd 
emoryomc iisisue ci^ina, i^jjso^in luii-icn^iii cilii^iicu. iiuiaij, 1 • 
clone:383042 1F13 -full insert sequence • J * 


• : v : ; ;: 

0.22 


5456 


M21084 - 


P Vii/lrriH*! S_prinlrwni\/v1cliiViTnatP '^-nHnc'nHatp crvntha^p mRTvIA 
l.Hyvi lUd -J-CHUipjl U V y lolllJSJllidiv^ J pllUaJJUdlv. ojllllldJi^ ililVLNr\ y 

complete cds :. ; - <> ; \\ : ' •• 


' 0.24 . 


5457 


XM_006648 


Homo sapiens Microfibril -associated glycoprotein-2 (MAGP2), 
mRNA " > : . : - . ' •. : ' • ' • • - " V ' - V 


' 1.4 


5458 


AF175434' 


Gallus gallus T cell receptor delta chain; (TCRD) pseudogene, partial 
sequence - ; : "'^' ; '>- ' : V- • ' ' 


• 0:76 


5459 


. AE000775 


Aquifex aeolicus section 107 of 109 of the complete genome 


0.0008 


5460 


XM 031261 


Homo sapiens similar to KIAA0377 gene product (H. sapiens) . . 
(LGC90371), mRNA . ' " ' " 


/ : 1.6 


5461- 


BC0083890 


Homo sapiens, Similar to hypothetical protein LOC57821, clone 'V 
1MAGE:4076369 ) mRNA \i : M ' :. ' : V : .r r v ; 


> : 0:24 
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Table 3 A Nearest Neighbor (BlastN vs. Genbank) v 


SEQID 
NO 


' ACCESSN 




P VAT TTF 


5462 


AF327739 : 


oirepipcoccus uiermopniius reoi tpeuij, oiuv vginv£), response y 
icguidiui rvj i \ii i ) y npKz ^iipKz ), i yej-iiKe proieiu {jycj )> dnu lviurivi 
(murM) genes, complete cds : : ; •; " : V;.^.C* ; :V'"' ^ 


0:63 


5463 : 




ru y-i lsuidie iNv^j^^-u-iyyo iroiii u^** poi poiyprotem vjx)v S^ne, 

\Ja.l llal lUo „ • . •• ••- »• • f. 


n H9^ 


5464 


XM_049237 


Homo sapiens KIAA0841 protein (KIAA0841), rriRNA 


•0.053 


5465 


AY017147 


Paracheilognathus imberbis mitochondrial control region, partial \ 

sequencer"' ; . "..";*"• ■: ''■'. }•■)-' ■ • . .K • : ' ' ' - ''• ' :••,• 


/ 0.25 . 


5466 


• j\ yvo l '■f-.j x 






5467 


AF971 (Hfi 




9F-0R 

id uo 


5468 




Yeast (S.cerevisiae) 70 kDa heat shock protein (SSA4) gene, complete 


; A 99 


5469 


X75420" 


P.falciparum (FCR3) cpn60 gene 


0.025 


5470 


AF9 1 1017 


Aciiietpbacter calcoaeeticus KHP18 partial pKLH2 plasmid including 
aberrant mercury resistance transposori TnPKLH2, truncated insertion 

aCLJUCll\^C liJlul l.JL/1, alLU. U-CIC1 lllUlallla LKJx v^lllXT lCoUlUUUIl ajpLClll 




5471 


AP094.ftn6 

rV U Z. 4- c>U p 


Pdf»nrtrhor\Hiti c plpoonc pftcmin ^^^OPftA V»riTYiT^If*t*> cf*nnf»Tir , A 
^aCllUIIlaOUlQa CICgalla LOollllU I J Z.Cot\ y LUIIipiClv Scl^UtHUC 


n 096 


5472 


AF1Sni7£ ' 
• /vF loj I/O 


Drosophila melanogaster filamin isoforms A and B (Filamin) gene, 
cauiis i duu z .. . .... . .• .... . • J.- 




5473 


A^209925.; 


Plasmodium falciparum STARP antigen (ST ARP) gene, complete cds 


- 2 1" 


5474; 


{■' 

AJ410864 : 


Ectomycorrhizal isolate E CM 133 internal partial internal transcribed 
spacer i ^lioij, j.oo nposomai kin a gene, ana partial iniernai 
transcribed spacer 2 (ITS2); isolate ECM 133 ' 




5475 


mp nni <*ko 


Jviciyosieiiuxiruiscoiueuiu pxasiruci uupj y Loiitpicic sequence . - . 


9 1 

• Z.I 


5476 




Boophilus microplus clone PNC 189 isolate Kilkivan2 microsatellite • 
sequence - • : - 


A 10 


5477 


UJj /Z3 


xiuindii didxid-teidiigiecLdsid ^/\iivij gene, exon zj 


A A.Q 


.5478 


AF1Q799Q 


Saguinus oedipus MHC class II antigen (Saoe-DRBl) gene, Saoe- ; - 
L/ivp 1 u ju j diieie, pdiiidi sequciiec • x 


a nnnn j. 

. . U.V/VJVJU*t 


5479 


AE001290 


Chlamydia trachomatis section 17 of 87 of the complete genome 


,0.2 


5480 


XM 016611 ' 


ripmo sapiens sinuiar 10 o-oxoguamne iJiN/\. giycosyiase sapiens^ 
(LOC93577), mRNA • : > . , 


' 0.069 


5481 


AJ224148 . 


odccndromyces cereviside liuiodionuxidi iyr-LrviN/\, /\sii~Uvin/\ jiiu 
MeMRNA genes : • v v ' 


0.026 


5482 




UnniA Qinipnc rDMA ^ Ft T191R1 fi<s rlnnp MAMMA 1 00074.^ 


0 17 


5483 


: U07354 v 


Legionella pneumophila Philadelphia- 1 intracellular multiplication 
region (icmV, icmW, icmX, lphBj genes, complete cds 1 


V- 0 ; 33 • 


5484: 


. AE00i366 . 


Plasmodium falciparum chromosome 2, section 3 of 73 of the - % ; 
complete sequence I '•:.-....• 


i-:0. 14 


5485 


AE001385 


Plasmodium falciparum chromosome 2, section 22 of 73 of the, 
complete sequence V 




5486: 


V L81686 > 


Homo sapiens (subclone l_a3 from PI H54) DNTA sequence, complete 
sequence ,' •'' - : , ;. : : ; "•" > . ' "< • '•: 


0^62 : " 


.5487. 


XM 0 17648 : 


Homo sapiens leucine-rich repeat-containing 2 (LRRC2), mRN A 


0.0006 
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\:\: ,.;,'7 Table 3A Nearest Neighbor (BlastN vs. Genbank) 


SEQ1D 
NO 


ACCESSN: 


. ; :':': : V ' DESCRIP . • ' J r \- • : ' : 


P VALUE 


5488 


AE001372 


Plasmodium falciparum chromosome 2, section 9 of 73 of the . • 
complete sequence 


1.9.; 


5489 


Z46943 r; 


H. sapiens lipoprotein lipase (LPL) gene (intron 9) ' 


0.58' 


5490 


. U68246 


Dictyostelium discoideum WacA (wacA) gene, complete cds 


0.003 


5491 


; AK009952 


Mus musculus adult male tongue cDN A, R1KEN full-length enriched 
library, clone:2310057C01, full insert sequence - 


o.o8 ; •■■ 


5492 


* AJFi%794\ 


Arabidopsis thaliana subtilisin-type serine endopeptidase XSPT , 
mRNA, complete cds . • v : . ^ -\ ■ < - * 


: L9 ; 


5493 


^AF336796: 


Plasmodium falciparum dynamin-like protein (dyn) mRNA, complete 


; ; 9^6- 


5494 


: AB035844 


Coturnix coturnixjaponicaDNA, microsatellite GUJ0034 sequence 


0.026 


5495 


AF127240 


Nicotiana tabacum cultivar Xanthi arginine decarboxylase 1 (ADCl) 
gene, complete cds 


; "0.42 


;5496; 


AYO 19789 


Oryza sativa microsatellite MRG2 1 14 containing (AT)X78, genomic 
sequence v ; ..' : .: \ 


0.003 


5497 


AF106953 


Homo sapiens SOS 1 (SOS 1) gene, partial cds 


0.43. 


5498 


;XM^007172 


Homo sapiens mab-21 (C. elegans)-like 1 (MAB21L1), mRNA 


0.014 - 


5499 


NM_006915 


Homo sapiens retinitis pigmentosa 2 (X-linked recessive) (RP2), 
mRNA ;• v " U : . V:^' :. V - ' V'^-V " : • ." •" ■ • •-' [ J4 


r o.oo3 


5500 


X95961 ■ : . 


A.thaliana CER3-like gene 


0.071 


5501 


XM^041428 


Homo sapiens inositol 1,4,5-triphosphate receptor, type 1 (ITPR1), 
mRNA v. • • ' . •• ■ ■ > :j: '*'\ '- J:'- 


'6.18 


5502 


S50200 . 


dopamine beta-hydroxylase [mice, Genomic/mKNA, 2274 nt]. 


2.1 


5503 


' AE001178 


Borrelia burgdorferi (section 64 of 70) of the complete genome 


0.026 


■5504 


• Z74797. \ 


S.cerevisiae chromosome XV reading frame, ORE YOL055c 


2.1 . 


5505 


XI 5979 . 


Plasmodium falciparum alpha-tubulin 1 gene ..' : 


0.0008 


.'5506 


AF221538 


Cryptosporidium felis heat shock protein 70 (HSP70) gene, partial cds 


•;. L8 r 


■5507 


' AF083226: 


Caenprhabditis elegans nuclear receptor NHR-8 (nhr-8) itlRNA, • V 
complete cds • 


; 0^69- :• 


5508 . 


AF262729 


Ornithorhynchus anatinus olfactory receptor pla32 gene, partial cds 


6E-10 


5509 


AF263057.; 


Cobitis arachthosensis ATP synthase 8 (ATP 8) and ATP synthase 67 
(ATP 6) genes, complete cds; mitochondrial genes for mitochondrial 

products : - ^ 




.5510 


V XF061244 ~ 


Agrocybe aegerita B type DNA polymerase (Mtpol) gene, complete 
cds; tRNA-Asn gene, complete sequence; and unknown genes, . 
mitochondrial genes for mitochondrial products 


' ; 0.003 - 


.5511 


.VX64612 ; 


K sapiens dystrophin-gene (introns 13/42) - 


r : 0.69 


5512 ■ 


' AJF269472 


Staphylococcus epidermidis strain SRI clone step. 1005a 12 genomic 
sequence : • - 


' y 0 21/ 


5514 


AF297021 


Homo sapiens GE36 gene, exon 8 * 


- 0.12 v 


.5515 . 


. AL391744 


S.pombe chromosome I cosmid cl7D4 - 


0.42- 


5516 


XMJ)34682 


Homo sapiens similar to general transcription factor 11, i (H. sapiens) 
(LOC90875), mRNA I • ^ ':'' '.}: ■ : ] 


• '.7E-22 / 
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- ■ r ' : \;y -']-/ : . ' Table 3A Nearest Neighbor (BlastN vs. Genbank) y"-. -"v 


SEQ ID 
NO 






P A/AT TTF 


5517 


"-AF361817.- 


A rabidopsi s thai iana Atlg06730/F4H5_22 gene, complete cds 


0.69 


5518 


Z/foZ**-) 


A thaliQnQ PAPP mPMA fnr PATJP nmtpin ' 




5519 


at Vbrii £Q : " 

/\Lj'7V 1U7 


Homo sapiens rnJRNA; cDNA DKFZp547D064 (from clone v 




5520 


NM_032i41 


Homo sapiens hypothetical protein DKFZp434K142 1 ■ 

(DKFZP43 4K 142 1 V mRN A . S": : ■ \ ■ :; 1 


" : e-169 • 


5521 


AJVl Uj / Z 14 


noiuo sapiens laminin, aipna 3 (^ajviajj, mi\jN/\ 


n AO ' 
u.oz • .. 


: 5522 • 


. AL1 10675/ 


Botrytis cirierea strain, T4 cDN A library under conditions of nitrogen 
deprivation '.. "■ ■ ' - } : •': • "\ • '-: : : f l^ ^? :: 


/ 0.008 


5523 


AF124216 


Dasyurus viverririus/maculatus mixed DNA library, microsatellite . ..• 
Q4.4. 10 sequence v\' :V *Vo - -^ ' 


• U.9 


5524 


: AX.joJ /oz 


Human chromosome 14 DNA sequence Partial sequence from B AC R- 
1109N18 - PCR1 of library RPCI-11 from chromosome 14 of Homo ; ; 
sapiens (Human)^ complete sequence .-V: '•>■ - r 


0HT4Z 


5525 


AC024/JO 


Caenorhabditis elegans cosmid Y37E1 1 AM, complete sequence 


1/1 
1.4 


5526 


V ''' "V ' M". 

ArZolOZo 


Homo sapiens MER receptor tyrosine kinase (MERTK) gene, exqns 
1 /• ana 1 lo . ; • - 




5527 


ArZ4o99 / 


Plasmodium falciparum malaria exported protein- 1 (EXP- 1) gene, ■ 
complete cds - " : . ; . ".' * 


• u.uiy 


5528 


AJVl Ul lolU ; 


Homo sapiens sigma receptor (SR3 1747 binding protein 1) (SR-BP1), 




5529 


YV/f n i i i aa 
AJVl U111UU 


tiomo sapiens complement componem / ^/j,.mjtvLN/\ 




5530 


• Ao44lJ . 


o.scroia riLKiN /\ ror iNa/L'-giucose coiiaiisporier reguiaiory-supumi 


A AAA7 


5531 ; 


"VTV >f •'• (XA Q OA ^ 

■-aM_v4o74j 


Homo sapiens bromodomain adjacent to zinc finger domain, 2 A 

(oAZiZAJ, mKJNA i.-'-j y. . ' •■' r ' .•' 


. J. 4 ' 


f'5532 


viva (\A£.zf\ti ■ 
AJVl U4ojUo 


riomo sapiens L/isjr/^rDooiLVZ^ proiein ^jjjsxZ/x^jooiiuz^, rrtixiNA 


if in 


5533 . 


XM_002977 


Homo sapiens ring finger protein 13 (RNF13), mRNA 


2.8 


5534 


AJ300359 


Homo sapiens partial RYR2 gene for ryanodine receptor 2, exon 20 . 


1E-36 


.5535 




Homo sapiens, hypothetical protein FLJ213 13, clone MGC: 16820 
iMAuii.4 1 4o /• / i y niKJNA, complete cas 


e-iD4 


5536 , 


XM_05()246. 


Homo sapiens secretory protein SEC8; KIAA1 699 protein (SEC8), 

mRNA.' - '.; .. ' . ■ •. .:. ' • ^ " ' . . 


- ;o 


5537 


AL442094V 


Homo sapiens mKJNA, clJiNA pivrZpj4 /bUZ4 (irom clone 
DKFZp547E024) : : ^ : ^ - : : • 


■ 2 : 


5538 


AF225975 


Tribolium castaneum Tc-tailless gene, upstream regulatory region and 
partial cds; tRNA-Tyr gene, complete sequence; and unknown gene 


0.24 : 


5539 


AJ304934. 


Sidaleea malviflora x Sidalcea oregana 5.8S rRNA gene, internal : 
transcribed spacer 1 (ITS 1) and internal transcribed spacer 2 (ITS2) 


•2.1 " 


•5540 


AE()()i528 


Helicobacter pylori, strain J99 section 89 of 132 of the complete • 
genome ; - / •• ' • ^-v'-:-^ -; ; ;:• 


" o.oo9 ; 
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V ' ;: - Table 3 A Nearest Neighbor (BlastN vs. Genbank) " v * 


SEQ ID 

NO-- 


ACCESSN 




P VALUE 


5541 


XM_046698 


Homo sapiens putative DNA/clirornatin binding motif (PLU-1), v : 
mRNA : > : .'; . /_/••••; / ' ' - [ ' "\ 


V 2.5 


5542 : 


'. AF101309 


Caenorhabditis elegans cosmid H24G06, complete sequence 


2.1 


■5543: 


AL023839 


Caenorhabditis elegans cosmid Y39A1C, complete sequence 


, 1.4 


5544 


[ XM 017673 


Homo sapiens hypothetical protein FLJ21934 (FLJ2 1934), mRNA 


0 


5545 


V' U27317 


Homo sapiens 11 beta-hydroxysteroid dehydrogenase 2 (HSD11B2) 
gene, complete cds 


2E-92 


5546 


XM_045095 


Homo sapiens K1AA 1320 protein (KIAA1320), mRNA • 


0.6 


; 5547 ' 


API 43066 


Lepidopilurri scabrisetum ribosomal protein system. 4 (rps4) gene, ; . 
partial cds ; " ' " r- : --:r - v V :i •• ■ ■ V . 


' • ; 0.25 


5548 


BCO 10880' 


Homo sapiens, Similar to dihydropyrimidinase-like 2, clone . : , 
MGC:1757 IMAGE:3542012, mRNA, complete cds ' : " ; : ; : ) ¥■ 


-:vV : 5 : .2 ; rv'.' 


. 5549; 


L25I28 1 


Lycppersicpn esculentum auxin-induced proteinase inhibitor (ARPI) • 
gene, complete cds : 


0.55 


5550 


NMJ)30665 


Homo sapiens retinoic acid induced 1 (RAH), mRNA 


. 9E-57 . 


'5552 


AF 127699 


Erythroxylum argentinum chloroplast atpB-rbcL spacer 


. 5.5 . 


.5553 


U97192 


Caenorhabditis elegans cosmid CO 1F4, complete sequence 


• 2.7 • 


5554 


AF145302 


Arabidopsis thaliana 14-3-3 protein GF14 epsilon (GRF10) gene, 
complete cds " ' ■ ■' 


% 8.9 


1 5555 


.AF169241 


Citrus sinensis capsanthin/capsorubin synthase (CCS) gene, complete 

cds - r " " ■ 1 " ; • ■ '• ' ■'- ' • 


0.21 ' • 


5556 


AF153268 


Tetrahymena thermophila dynein heavy chain (DYH6) gene, partial 

cds • ■ • ': : • .; • ' .• '• , " ; " ••" ' • • ' ;•• .' 


1E-15 


'5557 


L13966 


Mouse delta/Y Y 1 /N F-E 1/UCRBP transcription factor, exon 3 . 


0.65 


5558 


AF172730 ' 


Streptpcoccus gordonii Sagp-like protein gene, complete cds; and Oct- 
like protein gene, partial cds 


I.9' 


5559 


■' V ^ \ 

AL591422 


Human DNA sequence from clone RP1 1-124P3 on chromosome X, 
complete sequence [Homo sapiens] 


• - 1.8 


5560 


AF328433 


Homo sapiens clone 2qtel_c275_24t3 sequence 


4.8 


5561 


AF052640 ' 


Podarcis pityusensis cytochrome b (cytb) gene, mitoehqndriafgene ; 
encoding mitochondrial protein, partial cds . - 


2.3 r 'r 


5562 - 


AF133000 


Cieindela marutha 16S large subunit ribosomal RN A, mitochondrial 
gene for mitochondrial product, complete sequence • 


0.024 


5563 


AJ239057 


Antirrhinum majus far gene for farinelli protein 


5.1 


5564 


AL032651 


Caenorhabditis elegans cosmid Y6D1A, complete sequence 


2 ■ 


'5565 


AJ278974 


Homo sapiens partial SNAP-2 3 gene for synaptosome associated 
protein-23, exons 6-8 - 




5566 


M33379 


Guinea pig lipoprotein lipase (gplpl) gene, exon 3-7 - 


0.46 


5567 


AF303443 


Rheum reticulatum tRNA-Leu (trnL) gene and trnL-trnF intergenic 
spacer, partial sequence; chloroplast gene for chloroplast product 


.0.018 ; 


5568 


L81826 ."; 


Homo sapiens (subclone l_gl0 from PI H3 9) DNA sequence, , •'■ ■ 
complete sequence / ? 


4E-16 


5569 


NMj,005958 


Homo sapiens melatonin receptor 1A (MTNRl A), rnRNA - . 




5570 


■AJ 133356 


Homo sapiens MSMB gene (partial), exons 2-3 


V 0.66 
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"■: • " • Table 3 A Nearest Neighbor (BlastN vs. Genbank) - ; - ; , ' 


SEQID 
NO 


ACCESSN 


; . \ ' DEscRip ••"•" V -X : ; Vr • 


P VALUE 


5571 


D86577 5 


Human herpesvirus type 7 U38 gene, U 39 gene for glycoprotein B and 
U40 gene for DNA polymerase, complete and partial cds . '■-V'-' !i '\-- 


:0.5 


5572 


-AE006578 


Streptococcus pyogenes Ml GAS strain SF370, section 107 of 167 of 
the complete genome . < - , -1 ; 


0.008 : 


5573 


U31170; 


Streptococcus mutans ATPase operon, complete sequence 


0.041 


5575 : . 


AF301004 


Schistosoma mansoni thioredbxin peroxidase 3 (TPx3) gene, complete 

Cds ■■■^:'^:',y / . ' •' ' : *' / - ' 


: ' 0.23 


; 5576 . 


AF269295 


Staphylococcus epidermidis strain SR 1 clone step. 1 000d09 genomic 
sequence •• ' : . \ • ; '.V • . : "'i'v': • • •' 


; 2.--;'; .' 


5577 


AF1 14934 


Saccharomyces sp . S6U ATP synthase subunit 8 (ATP8) gene, 
mitochondrial gene encoding mitochondrial protein, complete cds 


0.008 


5578 


AF261143 


Homo sapiens chromosome 9 lung cancer-associated mRNA 


2 •• 


. 5579 


X95276 


P.falcipanim complete gene map of plastid-Iike DNA (IR-B) 


0.00003 


,5580 


NM_030844 


Rattus norvegicus islet cell autoantigen 1, 69 kDa (leal), mRNA - ; 


: 0.63 


. 5581 


XM_001738 


Homo sapiens proteoglycan 4, (megakaryocyte stimulating factor, 
articular superficial zone protein) (PRG4), mRNA v v "; ; K -\ • 


V 0.21 v 


5582 


AB060860 


Macaca fascicuiaris brain cDNA clone:QtrA-M624 > full insert 

sequence.':'; : : ' ' *;-.'*• • ;>'h : ■ v ; r '.- - ; ' 


;"^5;l : " v 


5583 


NC JO 1566 


Apis meilifera iigustica mitochondrion, complete genome ; 


0.15 


5584 


AF239566 : 


Polycycnis omata tRNArLeu (trnL) gene, partial sequence; and trnL-F 
intergenic spacer region, complete sequence, chloroplast gene for ; 
chloroplast product ; - \ • •' -O'V;. '. 


: ; ; 

0.008 v 


5585 * 


X92893 


Croseus GGPP synthase gene / - 


1.6 


5586 


XM_002601 


Homo sapiens desmin (PES), mRNA 


5.7 '. 


5587 


NM 012745 


Rattus norvegicus CD94 antigen (located within the rat natural killer 
gene complex) (Klrdl), mRNA .• r 


14 


5588 


. AK022035 


Homo sapiens cDNA FLJ11973 fis, clone HEMBB 100 1221 


0.023 


5589. 


AB020595 


Plasmodium falciparum 1-CysPxn mRNA for 1-cys perpxidoxin, ; i r ; 
complete cds . ' :'. v ' '■ . 




5590- 


AL121778 


Human DNA sequence from clone RP5-83 9B1 1 on chromosome 20. y 
Contains the first coding exon of the gene for a novel protein with a 
Kunitz/Bovine pancreatic trypsin inhibitor domain and WAP-type 
(Whey Acidic Protein) 'four-disulfide core' domains and an e> 


0.07 


5591 


AF222338 


Rattus norvegicus voltage gated N-type calcium channel alpha I B 
gene, partial cds! alternatively spliced V ' v 


5.8 - 


5592 


AF247193 


Mus musculus endobrevin (Vamp8) gene, exon 1 


0.18 


5593 


AC026061 


Homo sapiens B AC clone RP 11 -223K9 from Y, complete sequence 


v e-163 


5594 


•XM 030132 


Homo sapiens ubiqui tin specific protease 9, X chromosome ' : 
(Drosophila fat facets related) (USP9X), mRNA : ^ , ; 


021 


.5595 


AKO 15052; 


Mus musculus adult male testis cDNA, RIKEN full-length enriched • 
library, clone:4930402K13, full insert sequence ; 


0.22 


5596 


AK023333 


Homo sapiens cDNA FLJ1327 1 fis, clone OVARC1 00 1 000 


0.002 


5597 


AB058702 


Homo sapiens mRNA for KIAA1799 protein, partial cds 


: 0.007 


5598 


Z36800 V 


H sapiens (xsl 4?) mRNA, 250bp -] • ;- : :V'- 


o:ooo3 j 
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• Table 3A - Nearest Neighbor (BlastN vs Genbank) ^ .: . f 


SEQ ID 
NO 


ACCESSN 


H i ... DESCRIP 


P.VALUE 


5599 


YM OAAMX 


Hnmn QanipnQ raHhprih 70 tvnp 9 /rTiH9nY' mPMA 

JnVJJllLI da£Jlwld V/£tvXilvl Hi XV, Ij'^W' Z, ^ y^kJITLz. \J 1 I N /a 


/VP A9 


5600 


XA/f 0^0979 
/viva \jjy\jz, / ^ 




"A 1 • ' 


; 5601 


AF030944 


Brugia malayi microfilaria! sheath protein SHP3a (Bmshp3a) and 
imcruiiidridi biicdui proieni oixr -> precursor v pmsnp j ) genes, 
complete cds - ,: -. ; 'v ; - ; '' ' v; -' ' [ i ""->< r ' 


0.089 


5602 




A/fiic miiQpnliiQ A/fT T-T1 optip pvnn 9 , - 


^ 9 


5603 


AT SQ14.QR 


Human DNA sequence from clone RP 11-1 13L12 on chromosome 13, 


IS 

1 .o - 


5604 


AB002169 


Rattus norvegicus RT1.P1 pseudogene for TL antigen 


■ ' •••'2 . 


5605 


( rvuyv y y v » 


T iirinla Inirniwap mifnrhnndriai DMA for rRMA narti'al ^priiipnop 


6.003 


5606 




P^ttuc nrtrvpofipiiQ XlH'OPiRiriPtivsitirKJ piiTump mRMA prvnrmlptf* pHc - 


0.58 - 


5607 


A n 1014.4. v; 


Scyliorhinus canicula partial mRNA for follicle stimulating hormone 

Kptc» ciiHiinit- ( Fch ViPt ii crpnp^ ■ : < '•■<' , " r • "■' •'Tv..? • J. . 


0.22 


5608; 


D00653;; 


Homo sapiens gene for enteric smooth muscle gamma-actin, exoh 8 


■^V: 2 . " 


5609 


AF9fnQ77 


Q hi i#tl^» \/pr k tr\r i^R A PfMnnlptp* cpniif»nr*p - .' • 

ollUlUC VCV-LUI pjprV L-UlllJpiClC oCl^UCllUC . 


2 


5610 


AK004804 


A^nc miicnilnc oHnlt triQlr* Inner r"l"^MA DTI^'Th^I ■Fiill—l^nfrth PtiTi/^Vif^H 

ivius nitiocuiui* duuii indie lung cixiN/v, i>jjrs^ciN-iuii~ieiigiii ciuimcci. 
library, clone: 12000 16B 11, full insert sequence ^ 


' " : 5.3 : 


5611 


AF270009 


oiapiiyiococcujj epiueiiruuia audiu cjivi cionc j»tep. iu*f uei/j gciioiiuc 
sequence ':, *\ ; : ' ;>"-V : .- '■ : '" ; •'• : 


" 0.037 


5612 - 




rlOinu bcipieiiS), CIOIlC l±yLr\.\jLJ. JO J /vJOJ^ IIUvlNrv 


..x . y 


5613 




Dictyostelium discoideum. putative transposon DDT-B, complete 
sequence • ■ . ■ • ; .- - . •• • \ ; . • ».•-•. - • • :. » — *. • 


n rjio 

• v.v l y 


5614 


: AF272001 


Ebola virus subtype Zaire strain Mayinga complete genome 


0.002 


5615 




low probiagidJiuiii r byumcidb^ n- \r \jroii) iiumn/\, Lunipicic lu*> - . 


0 075 


5616 




nonio sapieiio piuduvc vj-pruiciii LUupiLu rcccpior ^onizt/^, imviN/a 


0.16 


5617 


AJ299399 


ivieaicago truncaiuid nu\iN-/\.ior puiduve AUAi-iiKe permease ^idxj ... 

gene)'', v ..'^ • •• • ; • v- ; - " : 


6.4 : 


5618 


• T TQ9 i4 :: 




0.23 


5619 


XTvT010126 


Homo sapiens stromal antigen 2 (STAG2); mRNA 


e-127 ; 


5620 


• Z23801 


ri. sapiens v.i-' i /pyji j lun/\ bcgiiLciu LOHLdiiuiig v.^ / *»-/.^.'^P^ < *'-) wwuc 
AFM248tg5; single read : ; ; \ 


5E-19 .' 


5621 




Unmn <:anipnc* T-T ARP fT-TARP^ ctpup pyhh !7 iinH pfSmnlptP rHs 


0.65 , 


•5622. 


AB047239 


Staphylococcus aureus DNA, complete structure of cassette ^ : 
chromosome(SCC)-like element, strain:ATCC25923 ; V 


o;25 : V 


5623 ; 


AB035193 


Homo sapiens RHCE gene, intron 7, complete sequence' 


2.1 : 


5624 


XM_045035 


Homo sapiens hypothetical protein FLJ2 1343 (FLJ2 1343); mRNA ' 


2.4 


5625-: 


XM_052223 


Homo sapiens DKFZP564G092 protein (DKFZP564G092), mRNA 


0.67 


- 5626 


•V: Z28007^ 


S.cerevisiae chromosome XI reading frame ORF YKL007w 


0.23 





'■'■/::-y '- : :'.-' . ■ Table 3A Nearest Neighbor (BlastN vs. Genbank) : 


SEQDD 
NO 


ACCESSN. 


'A-'V.';''* ■ DESCRIP : V'-'"? / V>s->',; : I , 


P VALUE 


5627 


M14080 ; 


Herpesvirus saimiri thymidy late synthase gene, complete cds 


0.025 


5628 


AF067218 


Caenorhabditis elegans cosmid K10E9 


0.071 


,5629 ; 


AK017102. 


Mus musculus adult male testis cDNA, RIKEN full-length enriched 
library, done:4933437K13, full insert sequence 


0.76 ; 


5630 


XM_038524 


Homo sapiens hypothetical protein FLJ23059 (FLJ23059), mRNA 


e-118 


5631 


AB052773 


Bombyx mori Bmdsx gene, exon 1, 2, 3, 4, female-specific splicing 
product complete cds • 


' 0.24 : 


5632; 


AF233069 ' 


Galdieria sulphuraria maturase (matK) gene, partial cds; 50S ; 
ribosornal protein, ribulose-r,5-bisphosphate carboxylase/oxygenase 
large subunit (rbcL), ribulose-l,5-bisphosphate carboxylase/oxygenase 
small subunit (rbcS), acetohydroxy-acid synthase small> 


0.55 • 


5633 


AK027218 


Homo sapiens cDNA: FLJ23565 fis, clone LNG 10846 


0.24 


;:5634 


AF 198462 


HIV-1 isolate WM710-5 from Australia envelope glycoprotein (env) 
gene,' partial cds 


• 0 61 1 


5636 ; 


AF213717 


Euhadra quaesita haplotype Ivlana-B 16S ribosornal RNA gene, partial 
sequence; mitochondrial gene for mitochondrial product \ 


0 21 


5637 v 


AE002730 ■;. 


Drosophila melanogaster genomic scaffold 1420000 13385730, 
complete sequence ; '." ,; -: ! :' 


14 


• ' • 
5638 


AF1 10027 : 


Candida albicans ATP-dependent transporter (YCF) gene, complete 
cds ■ 


0.069 


5639. 


Z73978 


Caenorhabditis elegans cosmid ZC302, complete sequence 


0.21 


'5646;, 


- AF379877 


Aclista sp. M226 16S ribosornal RNA gene, partial sequence; / ^ 
mitochondrial gene for mitochondrial product 


0:52 


5641 


AF364544 


Larix lyallii microsatellite LLY13 sequence 


2.2 


5642 ;• 


' AF346905 ' 


Dermatophagoides farinae allergen Def f II precursor, mRNA, partial 

cds; .';: r •'' ^ -:V/ - : -. , - ■:'>•' v 


0.008 


5643 


; AE001426 


Plasmodium falciparum chromosome 2, section 63 of 73 of the 
complete sequence ' 


0.001 


5644 


XM_002850. 


Homo sapiens TU3 A protein (TU3A), iriRNA 


0.078 


5645 


AB032899 


Rattus norvegicus PIPK2 alpha mRNA for phosphatidylinositol 5- . 
phosphate 4-kinase alpha, complete cds : 


4.4 " 


5646 


AK017370 


Mus musculus 6 days neonate head cDNA, RIKEN full-length ; 
enriched library, clone:543043 1E21, full insert sequence • 


6E-64 


5647' 


XM_042126 


Homo sapiens similar to GTP-RHO BINDING PROTEIN 1 
(RHOPHDLIN) (M. musculus) (LOC91997), mRNA 


; 3E-47 


5648 


XMJ)48666 


Homo sapiens runt-related transcription factor 1 (acute myeloid ' 
leukemia I; amU oncogene) (RUNX1), mRNA . ; 


. 6.3' •■ 


5649 


AJ000259 . 


Caenorhabditis elegans osm-6 mRNA \ • 


0.6 


5650 


AK017713 


Mus musculus 8 days embryo cDNA, RIKEN full-length enriched , 
library, clone:5730488L07, full insert sequence 


0.087 


5651s 


•". •• T ; -. " ;'- •>. . ., 

XM_0 10294 


Homo sapiens arylsulfatase E (chondrodysplasia punctata 1) (ARSE), 

mRNA ^ : •. ' ' - : 


8E-36- 


5652 


XM_039942 


Homo sapiens Meis (mouse) hqmolog 3 (MEIS3 ), mRNA 


0,53 





:V ;' V :/ Table 3A Nearest Neighbor (BlastN vs. Genbank) V ; •* \.- ' ' % 


SEQID 
NO 


ACCESSN 


:■.';< = 'iS " ' DESCRip . . . 


RVALUE 


5653 


\AK0 19524 


Mus musculus 0 day neonate head cDNA, R1KEN full-length enriched 
library, clone:4833439017, full insert sequence ^ • 


>-r/ 1.7 , 


5654 


XM_045122 


Homo sapiens K1AA1451 protein (KIAA 1451), mRNA 


5E-38 


5656 


AK009345 


Mus musculus adult male tongue cDNA, RIKEN full-length enriched 
library, clone:23 100 14M14, full insert sequence : • ' ; V 


3E-35 • 


5657 


AF 192496 


Homo sapiens PDX- 1 gene, 5* flanking region 


1.5 


5658 


XM_052620 


Homo sapiens KIAA0935 protein (KIAA0935), mRNA 


0.0003 


5659 


XM_0495i4 


Homo sapiens hypothetical protein FLJ 13 153 (FLJ 13 153), mRNA 




5660 


'AJ400965 


Proteus mirabilis ORF1 DNA, kat A gene and menE gene, strain PR 


6.5 


5661 


NM031809 


Rattus norvegicus cyclic nucleotide-gated channel beta summit 1 
(Cngbl), mRNA ". : .V: • : - ; '' : V V ^ • * •/ 


0.63 


5662 


/AF230741 


Notothenia coriiceps alphaNCPI (alphaNCPI), betaNCPl (betaNCPI), 
alphaNCP2 (alphaNCPI I), and betaNGP2 (betaNCPII) genes, : v 
complete cds * :: - ; : /\ ; .^r' 


: i;e 


5663' 


AC079878 


Homo sapiens B AC clone RP1 1-343P21 from 7, complete sequence 


' 0.086v : 


•5664 


XMJ)29904 


Homo sapiens hypothetical gene supported by AK023961 
(LOC90205), mRNA ^' : \< SV. ; ,'0.-V- '-• : '■■:■■'>/■ - ; 


; --1.9 ; ---"- 


•5665 


AY042792 


Arabidopsis thaliana translin-like protein (At2g37020; T1J8.20) 
mRNA, complete cds ; " : V P • • ' ; 


'■ 4.6 : '•' 


5666 


ABO 18347 


Homo sapiens mRNA for KIAA0804 protein, partial cds 


0.068 


5667 


AYO 18017 


Oryza sativa nucrosatellite MRG0342 containing (AG)X22, closest to 
marker Gl 185, genomic sequence , / " 


0.059 


5668 


AE0O53W : 


Escherichia coli 0157:H7 EDL933 genome, contig 1 of 3, section 134 

of 155 <:y>7C<v4-.£ -V'./v - :: y^\ - ' . ■: '■■■y\[ y y ,> •;/"'■• •"• 


0.49 


5669 


"XMJ)34498 


Homo sapiens farnesyl diphosphate synthase (farnesyl pyrophosphate 
synthetase, dimethylallyltranstransferase, geranyltranstransferase) 
(TOPS),. mRNA • ; ■ ''. • : • y' : :*y\^y .'• • : s '. . 


. vv 5.3; 


5670 


AK027123v 


Homo sapiens cDNA: FLJ23470 fis, clone HSI1 1950 


. 0.17 


:• :•' •> -•• '-'! 
5671; 


NM_0 13696 


Mus musculus thyrotropin releasing hormone receptor (Trhr), mRNA 


023; 


5673 


L23758 


Bos taurus lysozyme 7A mRNA 


0.8 


5674 


AY034963 


Arabidopsis thaliana putative polypeptide chain release factor s 
(F13K23.17) mRNA, complete cds y 


L4 


5675 


XM_0280()9 


Homo sapiens KIAA 1563 protein (KIAA1563), mRNA 


2E-7i 


.5676: 


XM_046473 


Homo sapiens Rhp GDP dissociation inhibitor (GDI) alpha 
(ARHGDIA); mRNA ; ' i . V' : • v ' : i : V <\ 


iO-59 


5677 


NM_000148 


Homo sapiens fucosyltransferase 1 (galactoside 2-alpha-L- : s ; 
fucosyltransferase, Bombay phenotype included) (FUT1), mRNA 


0.0000001 


5678 


AF203477 


Drosophila melanogaster Sticky chl (stichl) mRNA^ partial cds 


2.1 


5679" 


AF269242 


Plasmodium falciparum transmission-blocking target antigen Pfs230 
(s230) gene, complete cds : ; / ' v; • 


0.23 : 



422 





■ ^ : Table 3A Nearest Neighbor (BlastN vs. Genbank) V- r 


SEQID 
NO 


ACCESSN 


.'• ; descrip ' . 


P VALUE 


5680 


AE006954: 


Mycobacterium tuberculosis CDC 1551, section 40 of 280 of the 
complete genome • • / ' • • ••; ; - 


' 2 1 


5681 


Z93386 


Caeriorhabditis elegans cosmid R11H6, complete sequence 


0,023 


5682/ 


XM_p 12723 


Homo sapiens chromosome 18 open reading frame 1 (C18orfl), : 
rnRNA ••• • - . , : • - ■ '•' -^"H- ;. 


K5.fr 


5683 


; AF171785 


Drosophila melanbgaster clone 69 mRN A sequence 


0.73 . 


5684 


AF159105 


Homo sapiens intestinal trefoil factor gene, 5' flanking region 


0.02 


.5685 


NM_pil889 


Mus musculus septin 3 (Sept3), rnRNA 


4.6 


5688 


NMJ)08541 


Mus musculus MAD homolog 5 (Drosophila) (Madh5), rnRNA 


0.0000002 


5689 


XMJ)43345 


Homo sapiens similar tp inner centromere protein antigens (135kD, 
155kD) (H: sapiens) (LOC92175), rnRNA : , ; 


^0.075 


5690 


AL590109 


Human DNA sequence from clone RP11-405J10 on chromosome 10> 
complete sequence [Homo sapiens] 


0.003 


5691 


XM^051593 


Homo sapiens hypothetical gene supported by AF055004 
(LOC93477), rnRNA • : ; . 


0.55 


5692 


U22345 


Human chromosome 2()ql2 locus-specific repeat 


' 0.008 


5693 


X63385 


B.thuringiensis IS231F DNA .;" 


: 0.72 


5694 


; AF288224 


Brachyspira hyodysenteriae DNA Gyrase B subunit gene, complete 


0.006 


5695 


AF279456 


Lycopersicon hirsuturn sesquiterpene synthase 2 (SSTLJI2) rnRNA, 
complete cds 


6.06 


5696 


. AF055992 


Homo sapiens Dufly antigen/chemokine receptor (FY) gene, FY*X 
allele, complete cds ■'•r/ ' : v • ; 


■. L5 ':' 


5697. 


- AF167306 


Homo sapiens synuciein alpha interacting protein (SNCAIP);gene, 
exon 10 and complete cds ^ 


' ■ ■ 0.99 


5698. 


AJ277985 


Nicotiana tabacum dreppl gene, exons 1-4 


0.22 


5699 


NM_030238 


Mus musculus dynein, cytoplasmic, heavy chain 1 (Dnchcl), rnRNA 


4E-25 


5701 


X95343 


N. tabacum mRN A for HSR20 1 protein 


5.9 


5702 


AE002116 


Ureaplasma ureaiyticum section 17 of 59 of the complete genome 


0.68 ; 


5704 


XM 029907 


Homo sapiens anillin (Drosophila Scraps homolog)," actin binding [ 
protein (ANLN), rnRNA 


; 0:72 : 


5705 


AJ3 04804 - 


Homo sapiens ANKRD2 gene for skeletal muscle ankyrin repeat, 
exons 1-9 ' .'• - ; ■ y; '• • . • 


0.22 


5706 


•AF371373 


Cricetuius griseus hypothetical protein A 1-3 mRN A, complete cds 


0.72 : 


5707; 


AE007446 


Streptococcus pneumoniae section 129 of 194 of the complete genome 


0.18 . 


5708 


L44121 


Homo sapiens (clone pHK2.1D) CMT1A gene, repeat unit 


•• 6.6- 


5709 


X90848 


S.scrofa ppk98 gene 


0.23 


5710 


AF397903 


Pisum sativum AAA-metalloprotease FtsH (FTSH) rnRNA, complete 
cds; nuclear gene for mitochondrial product >.;.'' 




5711 


XM_027365 


Homo sapiens ADP-ribosylation factor-like 6, interacting protein 
(ARL6IP), rnRNA \ ^{^- ■r/y.r *>":'. -V/.. >.."'"• — 


"1E-30 



423 





. *. ' : • i> -.. \; . Table 3A Nearest Neighbor (BlastN vs. Genbank) - - 


SEQID 
NO 


ACCESSN 


! ; ' • '. ' DESCRIP ; ' . 


P VALUE 


5712 


; L01574 


Homo sapiens P-selectin CD62 (GRMP) gene, 5' end and promoter 
region ; ; •' ... ■ ; V-*;V- v" -]l "• 


0.00001 


5713 


-AY023618 


Oryza sativa microsatellite MRG5 943 containing (TTA)X55, closest 
to marker RG908, genomic sequence 


0.00009 


\5714 


AE004377 


Vibrio cholerae chromosome IT section 14 of 91 of the comnlete 
chromosome * ; v ■ ^ \ 


•0.58 v r 


5715 


AL1 15472 


Rotrvtis cirierea strain T4 eDNA lihrarv under conditions of nitrogen 
dcorivation ' . ; : • " • . ^ "> '"•*'. . i - : 


0.2 


5716 


XMJ042855, 


Homo saniens hvnometical eene sunnbrted hv RC006369* RCOOSOll^ 
(LOC92105), mRN^''\;B : / ^ : ' : ' 


: 8E-23 


•5717;:: 


XM J) 15203 


Homo saniens rppion containing dplpfed in a7nosnermia 7* deleted in 

1 1\J11LV OClJJl^llij . IVj^lVJAl ^VSllLOAlllllg U^IV/IA^U 111. OJ^\J\JOlJ\^ X llUU j UA^IV/lwU. ill 

azoospermia (LOC90902), mRNA • : ; , 


1E-19 


5718 


AY619789J 


Orvra sativa microsatellite MRG21 14 containing f AT^X78 genomic 
sequence ; V: •• ;v'-..:v:— 


0.0000003 


5719 


ABO 10300 


Garlic virus A genomic RNA, complete sequence • 


0.001 


,5720 


AF171785 


Drosophila melaiflogaster clone 69 mRNA sequence 


0.73 


5721 


AF325188 


Phaseolus coccineus suspensor-specific protein (C541 -like) gene, / 
complete cds : '• >H .. ^] '•• V " / •. . > , : .' 


f 0^24 


5722 


XM 048692 


Homo sanipns similar to hvnothetical orotein fH saniensV 
(LOC92998), mRNA ! ,:• ^J J S'; -V.'ri/ '. : • . r":."''-.^;' ••. '"; 


IE- 16 


5723 


AE006878' 


Sulfolobus solfatatricus section 237 of 272 of the complete genome 


2.2 


5724 


AF038919 


Dictyostelium discoideum PslA (pslA) gene, complete cds 


> 0.026 


-5725 


AF368257 


Racilhis thiirinffipnsis olasmid encoded OrvlRa fcrvlRa^ ffene 
complete cds /• >; - ; - . ; ' J'-i • 


2 1 


•5726 


AF 1483 19 


Homo sapiens imprinting center, AS-SRO region - 


1.8 ; 


5727 


D49412 


Human gene for iriterleukin 3 receptor alpha subunit, exon 11 


, 0.23 


5728 


AJ012488 : 


Mus musculus gene encoding serotonin receptor 5-HT2B, exons 1.-3 


.0.25 ^ 


5729 


• A r 44 S 27.4 


Hum^n DMA Qpnnpnrp from clonp RP1 1-7SQP90 on chromosomp 6 
comnlpte sentience THomo saoiensl 




5730 


AK025021 


Homo saniens cDNA* FI 121168 fis clone POT 01056 hiffhlv similar 
to AF1 58555 Homo saniens plutaminase C mRNA ".-*'. 


e- 17 1 


•- 

573 1 


' D38252 : 


Ranhanns sativns dark-indncihle and senescence-associated f?ene 

AvClL/ll(AllUb> I3QU V US UCIIA llLVAIA\i>lL/lV/ CU1U jV/ilVkJW^livw C400V/\^ K.I LV^V.l ^V/UV, . 

exon 1 to 5 : : ; . ' '.• , . - . . •' 


.0 62 


5732 


XM 051880 


Homn saniens hvnothetical ^ene siinnorted hv AFC026792 
(LOC93533), mRNA ••' :'-S:o ^ ; ^ - • . - > 


: 5.6 


5733 


K00769 


yeast (s.pombe) 5s rrna gene and flanks, clone psprl 1 


0,023 


'5734 


AL031254 


Gaenorhabditis elegans cosmid 4R79, complete sequence > ; 


0.082 


5735 


:' AK001945 


Homo sapiens cDNA FLJ1 1083 fis, clone PLACE 1005232 


■ 2.1 


5736 


XMJ) 12452 


Homo sapiens ryanodine receptor 3 (RYR3), mRNA 


0.008 


'. 5737 


XM_046442 


Homo sapiens hypothetical protein FLJ23045 (FLJ23045), mRNA 


6E-33 


5738 


; AF072513 


Illex argentinus microsatellite Ia203 " ^ •• 


0.69 


"5739 


XM_050747 


Homo sapiens TC 10-Hke Rho GTPase (TCL), mRNA 


5E-20, 


5740 


AC079757 


Homo sapiens clone RP1 1-109N2, complete sequence 


0.62 





.: r. vT-: - : table 3A Nearest Neighbor (BlastN vs: Genbank) -'V v ''./.'. 


SEQE) 
NO 


ACCESSN 


; : -» DESCRTP 


P VAT TJE 


5741 


XM_042128 


Homo sapiens KIAA1691 protein (KIAA1691), mRNA 




5742- 


NM 004342 


Unmn ^aniens caldesmon 1 fPATX)1i mRlsJA • . 


4F-67 


• 5743 


BC002303 / 


Mus musculus, clone IMAGE:3591 199, mRNA 


0.69 


! 5744 


; AF273045 


Homo sapiens CTCL tumor antigen se 14-3 mRNA, complete cds }> 


\5E-28 


•5745 


AE001798 


Thermotoga maritima section 110 of . 136 of the complete genome 


; 0:71 


5746*" 


AF273225 


Homo sapiens Fanconi anemia complementation group D2 protein :\ 
(FANCD2 1 gene exon 7 ; : " \ ' r * .". : v.v :•' 


h 000 


5747 


AL589920 


Human DNA sequcnce from clone RP1 1-1 17 A20 on chromosome 6, 
rhfnnlete seonencp IHomo sanien^l 


0.026 


••5748 : 


; AF101092 


Homo sapiens collagen type XI alpha- 1 (COL11A1) gene, exon 29 


' 0.019 


-'5749 


S80521 : 


uividA i/<tai<- iiciiA -luup -iieiiA/ leucine ^.ippei pruieiii |diieziiauvciy 
spliced} [mice, WEHI 23 1 B-Iymphoma cells, mRNA Partial, 752 ntj 


• 0.003 


• 5750 


AF291825 


\jroniia gonud vun riippei-i^iiiUciu luinor suppressor ^.vrLUj gene, • 
promoter region '•' : ; : •:>•••-*•: : ^. v *-'-U7:-; ; : I'--' v . : ■ , 


.0.078 


15751 


API 9071 6 • 


Kluyveromyces lactis cytochrome c oxidase subunit III (COX3) gene, 

rnitnr*linnHT""ijil dPnp pfipnHi flier tnitAptinnHriiil nrntpin rnmnlptf pHc ■ 


0.027 


•5752' 


NMJ0O1423 


Homo sapiens epithelial membrane protein 1 (EMP1), mRNA 


5E-31 


5753 


; AB045575 : 


Lyaiut/ iciiu jl/in/\ 5 ikx-zl iueui>, mi>er uun.aiie 01 uic ineucutd iimi -loiz . 
element •* / : : ... : - • ::*•• '. : • 


- -1.7 


5754 


( AL050120 


DKFZp586D2 11); partial cds V : • ' : " ; 


. ' ' 2 


.5755 


AP00046R 


1— rnmn CQniPnc OPnnm i r* riMA rn rnmncnm p ,r ) 1 - r'lr^nA-'fi^O A Q ■ 

nuiiiu aauieiio gciiuiiiiu i/iN/A, eiuuiiiui>uiiic ziuzz.o, eiuiic.iuu/r^, . , 


••• 0 000 


5756 


AK001649 


MnmA Qjiriipn^ rHMA FT 1107R7 fiQ rfnnpNT7RP4.0004.5i1 wpnldv 
n.uinu odpieiio ^jlvin/a i i\j / o / up, nunc in i zivl twyroi, we<uvij , , 

similar to ATP-DEPENDENT RNA HFJ TCASF DOR1 




5757 




Uaffiic nnr\/POiPiic TnQiilin-liVp crrnwth faptnr TT ^ cnmntntnpHin Ai 

(j of?) mRNA • - V V-::' . '•.' ; .' ; *- 


' 0 025 


5758 


AT 162036 


Urtmn <:^nipriQ mRMA* rDMA Ol«CF7n4.1d.R?40 fircxm rlnnp 

ITUIIIU 0<HJlV**^ ilUVlN^V, ^L/lNrT L/IVA Zj^it J*TiJii 4 T7 ^llvlli V-JUUv^ 

DKF7n434B249V • \ 


0 71 


5760 


AF3 17787 ; 


Rattus norvegicus Cd36 gene, promoter region , 


2 1 


.5761 


w 012021 


Unmn ^anipnQ rplrptinilin /PAT R i mRMA ✓ • •» 


6E-41 


5762 


XMJ)37847 


Homo sapiens neurexophilin 3 (KXPH3), mRNA . 


4.2 


5763 


AF288818 


Rattus norvegicus cytochrome P450 4F5 gene, complete cds 


0.026 


5764 


AF269237 


Cloning vector pTX-GFP, complete sequence •'• 


0.71 . 


5765 


-AK021493 


Homo sapiens cDNA FLJl 1431 fis, clone HEMBA 100 1094 


8E-76 


5766 


AF034077 


Equus caballus alpha- 1 -antitrypsin (Spi2) gene, complete cds 


0.0003 } 


5767 


Xk_030851 


Homo sapiens G protein-coupled receptor kinase-interactor 1 (GIT1), 
mRNA ! : >; ; - ; ' ;; - " ^' \ : '- 'r ^:' 


"'5.4 ; ; -" 


5768 


AY039919 ;: 


Arabidopsis thaliana unknown protein (AT4g09340) mRNA, 
complete cds ; ' ; '■' >■ '■ '- : ':'- / '\\ : ( r' : " :\ ' , T''--y ' 
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: ^ J- . Table 3A Nearest Neighbor (BlastN vs. Genbank) . \:'':r }"■< 


SEQID 
NO 


ACCESSN 


::\ ' : • - . ; • , ; -r : ■■' ' i ; descrip : • •'• ; -; : • • " ■ : •'• • 


P VALUE 


5769 


AK018211 


IVxUo UlllbLUiUb dUlxll lUdlC LUcUUlld UUlvJllgdld CL/INM., JCSJJVXjIN Ilixl?.-. 

length enriched library^ clone:6330510M09, full insert sequence 


6 A • 


'5770' 


XMj)06622 


T-Ir»mn cur^ipnc P r 1 ' FT) F intPi"QPtin<y nrntpin -hinHifitr r\rr\tpi n 1 fliTArin •'■ 
rlUlllU odpiCIlo r 1 JTIYF xillCldwllll£ piUlLlil, U1I1U1II5 piwlClll 1 ^lipilll 

beta 1) (PPFEBPl), mRNA - ' : ! i f 


0.079 


5771 


. VJ / ZjjJ - 


Human platelet activating factor acetylhydrolase, brain isoform, 45 ; 

KLsa bUUUUll ^JUloJLy JjCXlC, CAUlla J dill! *T 




5772 




Rhmr» saniPTK; hvnnthptiral nrofrpin FT 1771 16 fFT T271 16Y mRNA 


o ' . 


5773 


AF9 1 8? S7 

/TJ7 Z. 1 O^J / 


/\IdUiU.UpMo llldlldlld li UaU -pnyiUUlCllvJd.lv ICUUvldaC ^Lllt, LvJllipiClV 
pHv; ■ ' . -v ■ ■ '- ' • *■ 


0.23 


;•" 5774- 


akto 144^0 


Mus musculus 18 days pregnant adult female placenta and extra 

C1HU1 YUlllU HooUw vX-'lN-rt, XVUVL^IN 1UJ1 Ivllglll L-lll JUlCU nuiaiy y -■■ 

rlnnp 1^^047? A 13 fill! insert <?eniience ' ; ' ' - ^ 


v 0.083 ; 


'5775 


l\JSX)\JD J4-Z 


AAiic miic/^iiluc o/lult itiqIp r*pr*pV>pl1iim i r *r^\JA DTT^PM Piill— IprirxtlS 
iVIUS illUbCUluS dUUil IlldiC LCrCuCllUlll CL/iN/i, J^iVC.I>i lUU-iCiI^Ul 

pnripViprl liKrurv plnnp" 1 ^000301-11 R fiill tncprt cpniipnr'P 

CHI Il*ilCU HUldlj, vlUllV/. 1 J WU V J ill 1 0, 1 Ull llloCIl OCV-JUCIIVC i • 


'1.6 


5776' 


• M994I2 


Human interleukin-8 receptor (IL8RB) gene, complete cds 


0.063 


.5777 


JNC_UU10 xV 


v^dTiiiic uidi pdpiiiuiiidviiub, Lumpicic genuine 


18 


5778 , 


NMJ)30238 


Mus musculus dynein, cytoplasmic, heavy chain 1 (Dnchcl), mRNA 


0 


5779 


/\l_iU.J LZ J^f 


^Qpnr^rh'iHHitic plpoiinc pncmiH 4RTQ r»mnt^lptp cprtiipnr'p 

V.-dCllvJl lulUUnio v_.it/gtlllc> CvJSlllIU -tXV / ^, CvJllipiVslV oCv^UV'ilVwV^ •-• 


0.084 


5781 


JLi /*f / V / 


^ r-prpxrioi qp r*Virr»Tnncr\mp W/ rpnHintJ Fr^inp Ot?P YOT fiSSr" - 
O.CCI CVlMdt ClliUlllvJovJHlC' W V ICdUIllf^ lluJHC VyXVl X VylvVJJt •. 


... 2.2 


5782 


YA/f H/in«A 1 
AIV1 


ripillO bupicUa CUllUl J ^LUbJj, llUVLN/\ 


r 0.23 


5783 


UzUoU / 


xjOS iduiub pruieiii lyiussiiic piivJispudidcie iiLrvL>/>, cuiiipicic wis 


0!22 


5784 


' AJcUUoo4o 


i1-fV»1y>l^'>'» c nr\\ fo+iti^iic* c/a/>fjr>Ti / i~ir I Jj r\Y- trie*' /*rtTnrilPi"P OPrtAJTiP 

uUllOiODUb SO-JLaLdTICUo oCCUOIl 7 Ol Z /Z UI lllc COlIipxclC gcllUltlC 


0 007 


5785 


AYO 18666 


uryza sauva rrucrosateAiiie iviixvjvy vi coniaining jaiv, ciosesi 10 
marker R17 13, genomic sequence \ • '. .. \- "' 


0.008 


5786 




rromo sapienb civiN/\.. ri_>jzzo £ to ua, cione rioxw/ 1 /o. v > . 


0.23 


5787 


X91787 


L.iuteus mRNA for tRN A-glutanune synthetase 


• 0:17 


5788 


AJVx Ul /Zol 


rlUIIlO bdpiCJlb CllUUblXXXlllC dipild ^l^INO^^, J 11XVJ.N /A r 


1.9 


5789. 


AIVI U 1 /Zol 


T-Tr\mrv cqtmpti c prtflnculfifip silnfin /^PM^A^ fTiRWA . 
rxUlllvj bdpiCllo CllvlvJoU-J-lilv clipi ul ^LinOA^, 11IXV1>/Tu 


1.9 


5790 


A FT 7 Qf\G(Y 


xlUlllO odpiCIlj lliyUalli VI ^Ivl I \J\j) gCllC, C/AUll x 1 ^ - 


0.69 


5791 * 




Rnmn Qnnipnc rDMA FT Tl lOR^ fiQ rlnnp PT APF 1005717 . 

rxUlllvj bdpiCllo VylVlN r\ 1 LiJllUOJ Xi&, V^lUllC riiAV>L< \.\J\J-J£> J*- ■ 


2.1 


5191 


AF 189 157 


rOUl dliU iIIUulU UlovaoC VUua ^ollaXll vy l /. pvJljpxuLCHi gcxic, uwililJFXV/tVj 

cds , ''•>••/> <v : ..- - . . : ■ '■ •'• '. ' • 


6.5 


5793 


AK013313 


A/fiic' miior»i»liic in 1 1 fiaxrc pmhn/d r'FlM^A RTCfFNJ fill l-lpn<7th 
iVIUS IliUoCUlUd lU, 11 tldya ClllOiyU vvl^INr\, i\JX^I_/I>« lUll"*ivyllgUi . 

enriched library, clone:28 10449 G22, full insert sequence ' 




5794 


. AJ005205 


Homo sapiens 5HT3 gene for serotonin 3 receptor 


.0.69 


5795 


NM_0 19083 


Homo sapiens hypothetical protein (FLJ10287), mRNA 


6E-63 


.5796 


AK021451 


Homo sapiens cDNA FLJ1 1389 fis, clone HEMBA1000557 . 


. 2E-54 


5797 


Z34885 


T pyriformis (CGL) gene for TCP 1 gamma protein . :>■ 


0.(5 


5798 


AF288408 


Rattus norvegicus transient receptor potential Trp4beta mRNA, 
completecds 


V 0.081 


5799 


XM_0 15806 


Honio sapiens hypothetical protein FLJ22621 (FLJ22621), mRNA . : 


-> 0 
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■ \\ V ■ V ; Table 3A Nearest Neighbor (BlastN vs. - Genbank) 


SEQID 

NO : 


APPFSQM 
Al^^CpoIN 




O \/AT TTP 
r VALfUti 


5800 


Arjjzyio 


Plasmodium falciparum Indochina III/CDC erythrocyte binding : 
protein dacdl, ^oaeoij gene, complete cas 


j.y 


5801 


AM. VjZvdj 


Homo sapiens hypothetical protein DKFZp547 A023 


n 

■ 


5802 . 


A t>A 1/J70/: 
AbUl j /.VO 


Geratopteris richardii mRNA for CRHB6, complete cds 


U.UZ4 . 


5803 


ArZoo4Ui> 


Rattus norvegicus transient receptor potential Trp4beta mRNA, / 
compieie cus . - 


n HQ') 
U.UoZ 


5804 


AM /4Z I J 


Terebra subulata 16S ribosomal RNA gene, partial sequence; , 
muocnonunai gene ior miiocnonanai proQuci 


Z.o 


5805 


/VrjUo/oO 


Homo sapiens serologically defined breast cancer antigen NY-BR-18 

nilViN/V, pdllld.1 CU5> . .. ..._/..• ' "". 




5806 


j\r\jjV ivy 


ivius museums type i sigma receptor gene, complete cus . -•; 




5807- 


M99412 


Human interleukin-8 receptor (EL8RB) gene, complete cds 


0.51 


-5808 




i .pyiiiorinis \v~-vjJL^ gene tor jl v^r lgdimnd proiem 


r y.Jo 


5809 


AT^fk^^Q 


Mus musculus B lymphocyte induced maturation protein 1 (Prdml) 
gene, exon o ana coinpieie cas ■• > ^ ■ 


: 1C.-0 / 


5810 


At7T>ft«/1AQ 

ArZoo4uo 


Kattus norvegicus transient receptor, potential irp^oeia mKiNA,. 
complete cus - - . • ... • 


fl 0R7 


5811 


AiiUUr lol 


Dorrciid ourguorien ^secuuii 0/ pi f\j) 01 tne complete genome 


n on 1 


5812 


AVfinCQ/l 


Homo sapiens voltage-dependent calcium channel beta 2 subunit ^ 
^A.CJNipzy gene, exon z - - , ; 


u.uuuuo 


5813 


• XM_Uzy4ol 


Homo sapiens similar to KIAA0732 protein (H. sapiens) (LOC90154), 


U.po 


5814 


AK021659 


Homo sapiens cDNA FLJ1 1 597 fis, clone HEMBA 1003856 


2.1 


5815 


U39721 . 


Mycoplasma genitalium section 43 of 51 of the complete genome 


u.ty 


5816 


Z73267 ,. 


S.cerevisiae chromosome XII reading frame ORF YLR095c 


o:oo9 


5817 


XMJ029453 


Homo sapiens oculocerebrorenal syndrome of Lowe (OCRL), mRN A 


0.26 


5818 


Ar0277Z5 


Xenopus laevis kinesin-related protein (XCENP-E) mRNA, complete 


O.UpZ 


5819 


AbUU14l)7 


Plasmodium falciparum chromosome 2, section 44 of 73 of the 
complete sequence ; ? • • " • ••" < ■ 


n i ft 


5820 


AT 1 < < 7/i O 1 


Homo sapiens mKJNA, cuna yjs± , zp4J4Kiiii (irom clone : 

UtsJr/wp4j4ts.l 1 1 1) 




5821 


XMJ302437 


Homo sapiens cAMP-regulated guanine nucleotide exchange factor II 
(CAMP-GEFII), mRNA 


4E-37 .. 


5822 


AM UjU 140 


riomo sapiens jviaau4 /z protein ^jsaAAu^t iiuvina. . 




5823 


AY032600 ■'■ 


Carica papaya xyloglucan ehdo-transglycosylase mRNA/ complete cds 


. 0.19 


5824 


- Z36061 


S.cerevisiae chromosome II reading frame ORF YBR192w 


3 ; 


5825 


AK021459 


Homo sapiens cDNA FLJ1 1397 fis, clone HEMBA 1000622 


0.046 


5826 


AF261017 


Nicotiana tabacum putative chloropiast RNA helicase VDL (VDL) 
gene, exons 1 through 5 and complete CDS, alternatively spliced; : 
nuclear gene for chloropiast products 


2.1 


5827 


.AJ277162 . 


Beta vulgaris mRNA for putative Cdc2-related protein kinase CRK2 


0 009 



427 



'•'*> r - ' ' 


■i ; Table 3 A Nearest Neighbor (BlastN vs. Genbank) V • n 


SEQ ID 
NO 


ACCESSN 


' ^"•••'•'v- k DESCRIP • ; -'v.-'- t : -*-f- ; - -\ 


P VALUE 


; <\ , 

5828 


AL390874 


Human DNA sequence from clone RP1 1-238K16 on chromosome 9, 
complete sequence [Honio sapiens] : ■ : : 


0.026 


1 5829; 


S84872 \ 


Solanum tuberosum type A phytochrpme (c-phyA) mRNA, complete 

cds , .•• ..• : : " " ~V \ ■ 


•0.43 


5830 


■■ AF271370 


Homo sapiens interphptoreceptor matrix proteoglycan 200 (IMPG2) 
gene, exon 10 v ' . ■ ' •' r ; '?V " ; '• 


0.078 


5831 


XM_051183 


Homo sapiens embryonic ectoderm development (EED), mRNA 


0.00002. 


15832 


BC006523 


Homo sapiens, serum/glucocorticoid regulated kinase 2, clone 
IMA GE:2988475, mRNA 


3E-34 ; 


5833 


AF100658' 


Caenorhabditis elegans cosmid H08G01 


0.44 


5834 


XM 003725 


Homo sapiens putative ribonudease III (RNASE3L), mRNA : 


0.008 


5835 


M58029 


Amoeba proteus symbiotic bacterium 29kDa protein (s29x) gene, . 
complete cds . • : 


-0JI 


5836 


U46541 


Staphylococcus aureus sarA gene, complete cds 


0.003 


5837 


AJ225333 


Acidianus ambivalens plasmid pDLlO 


0.17 


5838 


XI 5702 


Fruitfly LA9 mRNA for DNA binding protein 


0.077. 


5839 


AL031590 


Human DNA sequence from clone CTA-232D4 on chromosome . 
22ql3.1 Contains a GSS, complete sequence [Homo sapiens] 


: o;i6 


5840 


X07946 


Yeast plasmid DNA coding for RNA polymerase subunit 


0.082 


5841 


AL590324 : 


Human DNA sequence from clone RP11-479D11 on chromosome 10, 
complete sequence [Homo sapiens] : : : ; > 


0.082 


5842 


XM_004947 


Homo sapiens parapxonase 2 (PON2), mRNA 


; 1.6 


5843 


Af 262582 


Dolichorhinotermes sp 'Manaus' 16S mitochondrial ribospmal RNA 
gene, partial sequence; mitochondrial gene for mitochondrial product 


0.067' 


5844 


L81839> 


Homo sapiens (subclone 2_h3 from PI H43) DNA sequence, complete 
sequence : - ' ' :•:*.;;" 


0.00006 


5845 


U67550 


Methanococcus jannaschii section 92 of 150 of the complete genome 


0:087 


5846 


XM 044987 


Homo sapiens hypothetical gene supported by U0095 1 (LOC92415), 

mRNA.^' ;vfe .v .;.:.'; : ;Sv . =v • '• • : "-• " ' ; 


6.1 


5847 


' AE001420 


Plasmodium falciparum chromosome 2, section 57 of 73 of the 
complete sequence 


0.71 


5848 


. AF3 15823 


Stylonychia mytilus DNA-dependent RNA polymerase II largest 
subunit RPB1 (RPB1) gene, partial cds 


0!51 


5849 


AB066207 ; 


Physcpmitrella patens chloroplast genes for ribulose-I,5-bisphosphate 
carboxylase/oxygenase large subunit, tRNA-Arg and acetyi-CoA 
carboxylase beta suburut, complete cds 


0.65 


5850 


. AF286898 


Plasmodium chabaudi adami carbamoyl phosphate synthetase II gene, 
partial cds •• : ^ • • • . : . 


0.002 


5851 


AL583888 


Human DNA sequence from clone RP1 1-132E18 on chromosome 10, 
complete sequence [Homo sapiens] ' 


(X028 


5852, 


AB011811 : 


Chromatium vinosum genes for light-harvesting and reaction center 
proteins, partial and complete cds ' 


. k 6.4 


) 5853 J 


AF 153448 


Zea mays nitrate reductase (NR1) gene, complete cds 


< 0.067 - 
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• ^ ; Table 3 A Nearest Neighbor (BlastN vs. Genbank) ; Y ' •'• 


SEQID 
NO 


ACCESSN 


. : -\:- : ' : 7'-^ DESCRIP ' . ■ . V./' : <; '■: 


P VALUE 


; 5854 


XM^O 12762 


Horrio sapiens hypothetical protein FLJ10891 (FLJ1089 1), mRNA 


0 


5855. 




Maoricicada cassiope isolate TB-MI-004 tRNA-Asp gene, complete 
sequence; ATPase subunit 8 gene, complete cds; and ATPase subunit 
6 gene, partial cds; mitochondrial genes for mitochondrial products 




5856 


. UK) l \)Z 1 


Anthocidaris crassispina mRNA for dynein beta-heavy chain, 
compit/ie cus \~. .• •. - 




5857 


A t:r\A i /in i 


Plasmodium falciparum chromosome 2, section 38 of 73 of the ? . , 
complete sequence • " 




5858 




riomo sapiens, cione uviAoc.zyjyyyH-, mKJNA 


1 . Q 


.5859 


AdUoJUoj 


Macaca fascicularis brain cDNA clone:QmoA- 12555, full insert • 
sequence ; - : \- ". - • : " ' • . \ • . - ,V v 




5860 


NM_UU533iS 


Mus musculus niyristoylated alanine rich protein kinase C substrate 
(iviacs;, mKJNA ; • ■■. 




5861 


AMJjzVzoo 


Homo sapiens sarcoglycan, epsilon (SGCE), mRNA 


U.OD 


5862 


AE006685 


Sulfolobus solfataricus section 44 of 272 of the complete genome 


0.37 


5863 




Homo sapiens, cione nvi/\.ijri .jdi ud j o, miviN a . • 


OJCr/O i T 


5864 


a "DriO/i 1 
AJdUz4j11 


Nicotiana tabacurn mRNA for TMV response-related gene product, 
complete cds "■ ' • •. ; 


,11'. 


5865 


... ,UZ5u27 


Glycine max phosphatidyUnositpl-specific phospholipase G mRNA, 
complete cds .'• ' * . ;'• . \ ' . - • ' " ; • , 


u.u / / 


5866 


U50715 


Mus musculus alpha-galaetosidase A gene, complete cds 


: 0.024 : 


5867; 


1. U64465 ; 


Stylophora pistillata L-type calcium channel alphas 1 subunit 
(STPCACHL) mRNA, complete cds ' " • / ^ 


- 0.072 • 


5868 


XM_U4UU4J 


Homo sapiens similar to hypothetical protein DKFZp566D1346 (H. 
sapiens) v.LUv^yiovuj, rruviNA 


VJ.UZJ> . 


5869 


U60135 : 


Arabidopsis thaliana serine/threonine protein phosphatase 2A-3 
catalytic subunit gene, complete cds 


0.027 


5870 


V AF275745 


Lycdpersicon esculentum plasma membrane H+^ ATPase (LHA2) 
mRNA, complete cds 


V 1.5 ; 


5871 


: Z29521 • 


Ccnspus Cnloropiast gene encoding loa rKJNA, tKJNA-iie, ikna- 
Ala, and 23S rRNA (partial) V. : 


0.003 


5872 


AJ 13 2557 


Ory ctolagus cuniculus C YP 1 9 gene, ovarian promoter region 


" 0.24 


5873 . 


AF124524 


Arabidopsis thaliana gamma-adaptin 1 gene, complete cds 


0,24 


5874 


. A T/" A 1111 l' 

: AKOliUl 


Mus musculus 10, 1 1 days emoryo cUNA, KlKbN tuii-tengtn 
enncneu norary, cione. zoi U4zz£>u4, run msen sequence 


\J. /z 


5875 : 


AB0444T3 


Sus scrofa MMP-3 rhRNA for matrix metalloproteinase-3, partial cds 


0.23 : 


5876 


- AF24703? , 


Porcine adenovirus 3 171R (El A), 202R (E1B-1), 474R (E1B-2),; : 
288R (288R), 198R (pIX), 163R* (163R*), 162R (162R), 97R (97R) ^ 
and 1 84R (1 84R) genes, complete cds; and IVa2 (IVa2) gene, partial 

cds 'v; ■'' * ; ■'" •'' "'• " '• . •• : ' ' 


r -V-5.2.-;y 


5877 


AF060579 


Gossypiurn barbadense clone pXP020 repetitive DNA sequence 


: 0.055 


5878 


AE0Q6499V 


Streptococcus pyogenes Ml GAS strain SF3 70, section 28 of 167 of 
the complete genome " : ■>< - ; : -f;..: - • 


r' -.-.--2J-' 
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v'V: 7 : ; Table 3A Nearest Neighbor (BlastN vs! Genbank) 


SEQED 
NO 


\ ACCESSN 


: . ■ - DEscRip -y'Z- ; : v 


P VALUE 


5879' 


- AL591498 


Human DN A sequence from clone RP11-113L12 on chromosome 13, 
complete sequence [Homo sapiens] . '■ ' Y.7;'v ./;A ; ' \ " 


-0.003 


5880 


NMi017066 


Rattus norvegicus Pleiotrophin (Heparine binding factor, Hbnf, in the 
mouse) (Ptn), mRNA ' > • - v . \ .: 


" '0:21 : 


5881 


XM_047505 


Homo sapiens hypothetical gene supported by.AK022483 ; 
(LOG92818),inRNA > V- . • ,. ..y' / 


: 0:7 ; ; . 


5882 


J00912 


chicken brain tubulin, alpha chain rnrna 


0.24 


5883 


Ml 5840 


Human interleukin 1 -beta (1L 1 B) gene, complete cds 


.0.08 


.5884 


X92683 : 


H. sapiens DNase I hypersensitive site (HSS-1 ) 


.2.1. 


5885 


AL390767' 


Human DNA sequence from clone RP1-68P15 on chromosome l lpl3- 
14 2 Contains GSSs and ESTs. Contains part of a novel gene, ^ 
complete sequence [Homo sapiens] 


1.8 


5886" 


XM J) 12386 


Homo sapiens KIAA0377 gene product (KI A A03 77), mRNA 


lE r 48 


5887? 


V AL137466 


Homo sapiens mRNA; cDN A DKFZp434H 1 322 (from clone 
DKFZp434H1322) >y l Y ' / : '"'O V Y : -v'S : : - Y 


O.OOOOl 


5888 


X62745 


Z.mays OBF1 mRNA for ocs-element binding factor 1 


0.23 


5890 


AB048902 


Macaca fascicularis brain cDNA, clone :Qnp A- 17448 


; ^0.24 


5892 


• AF221070. 


Ophiostoma piliferum strain <CBS 129.32 18S ribosomal RNA gene, 
partial sequence; internal transcribed spacer 1, 5,8S ribosomal RNA f 
gene, and internal transcribed spacer 2, complete sequence 


^.003' 


5893 


; AE006530 


Streptococcus pyogenes Ml GAS strain SF3 70, section 59 of 167 of 
the complete genome • • '■" 


0,22 


5894 


ABO 18698 


Broad bean wilt virus 2 gene for precursor polyprotein, complete cds, 
isolate: IP Y,/ ; Y- :; : * v i; Y \. ■ •-• 


0.025 


5895 


, U6753T / 


Mcthanococcus jannaschii section 79 of 150 of the complete genome 


6.026 • 


5896 


AJ000742 


Homo Sapiens hisHl gene, 5' UTR 


0.008 


5897 


; AF247039 


Porcine adenovirus 3 .17 1R '(El A), 202R (E IB- 1), 474R (E 1B-2), ; 
288R (288R), 198R (pIX), 163R* (163R*), 162R (162R), 97R (97R) 
and 184R (184R) genes, complete cds; and IVa2 (IVa2) gene, partial 

cds • 0 - YY" / 




5898 


AJ290290 


Asphodeline lutea chloroplast trnL-trnF intergenic spacer 


0.23 


5899 


XM1042440 


Homo sapiens UDP-Gal.betaGlcN Ac beta 1,4- galactosyltransferase, 
polypeptide 3 (B4GALT3), mRNA . ; ^ 


6^4 


.5900 


- U78090 


Rattus norvegicus potassium channel regulator 1 mRNA, complete cds 


2.1 ' 


5901, 


NM^O 17053 


Rattus norvegicus Neuromedin K receptor (Neurokinin B/Tachikin 3) 
(Tac3r), mRNA " Y.': \ ;. -. Y Y- - ••■ ' Y'y-: 


: -:;L9-v';'- 


.5902 , 


AF208658 


Tapesia yallundae eburicol 14 alpha-demcthylase (CYP51) gene, 
complete cds . ' Y.YY ^YY-Y'-- --vYY'- vy " 


6.2 ^ 


5903- 


AF281786 


HIV-1 isolate DK-g3 from USA gag polyprotein (gag) gene, partial 

cds ' ■*'<'- Y: Y-Yyy [■ . x ~ ;• 




5904 


AJ011019 


Capra hircus csn2 gene, exons 1 to 9, allele 0(null) 


■ ~2 [ 


5905 


AJ31105* 


Chironbmus pallidiyittatus 4L ORF for putative recbmbinase Y . 
subteloeentric clone; Cp5.5 Y • v : : Y : - : " V- Y-' 


1 0.023 
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Table 3A Nearest Neighbor (BlastN vs. Genbank) ■ : ^ 


NO 


ACCESSN 


. ; DESCR1P •;. • . ; . 


P V ALUE 


5906 


Y17466 


Fugu rubripes SIAT3C gene, last three exons 


V 0.65 




AK022127 


Homo sapiens cDNA FLJ12065 fis, clone HEMBB1002249 


0.001 


5908 


X79100 


C.vicina (B 1 1) mRNA for arylphorin receptor 


0.6 


SQOQ 
oy\)y 


AK023079 


Homo sapiens cDNA FLJ13017 fis, clone NT2RP3000628 


0.23 


•5910 


AK014448 


Mus musculus 1 8 days pregnant adult female placenta and extra 
embryonic tissue cDNA, RJKEN full-length enriched library, 
clone:3830421J05, full insert sequence T. - : : 


1.4/ 


5911 


AK020293 


Mus musculus adult male cecum cDNA, RIKEN full-length enriched 
library, cjone:9130404Hll, full insert sequence. '*v;7T : -/'v 


0.23 


5912 


AE006285 


Lactococcus lactis subsp. lactis IL 1403 section 47 of 218 of the • ■ ' 
complete genome "}", •? -r.-'v 


; 0.25 ' 


5913 


.V U41292 


Human prplargin (PRELP) gene, 5' flanking sequence and exon 1 


. o.ool : ; 


'5914 


, AL 109707 ; 


Homo sapiens mRNA full length insert cDNA clone EUROIMAGE 
295344 . . . ,•• v-. • ; " 


0.00004 


5915 


NM 024154 


Rattus norvegicus proton gated cation channel ASIC1 (Accn2), : ; 
mRNA */ • .- •• •. • v, •;, • . .. ' >• ■ .. •;- ••;-:•?>•' 


; 6.2 - 


5916 


U79732 


Plasmodium bcrghei extrachrombsomal plastid PB-2, tRNA-Pro, 
tRNA-Glu tRNA-Lys, tRNA-Asp, tRNA-Ser, tRNA-Tyr, tRNA-Met, 
tRNA-Leu, tRNA-Cys, and tRNA-His genes, complete sequence, rps4 
gene, complete cds, tRNA-Thr gene, complete sequence, and large 
subu> . ..[■' • " V. ■ • " - : - 


. -. 0.023 ' • 


SOI 7 


AF098715 


Cohiglobus mercatorius 16S ribosomal RNA gene, mitochondrial 
gene encoding mitochondrial product, partial sequence 


0.095 . 


5918 


AF095904 


Toxoplasma gondii ycf24 protein (ycf24) gene, partial cds; DNA .; 
dependent RNA polymerase beta subunit (rpoBj gene, complete cds; 
and DNA dependent RNA polymerase beta' subunit (rpdC 1) gene, • 
plasttd genes encoding plastid proteins, partial cds 


0.026 


1 Q 

oy\y . 


XM 027416 


Homo sapiens mesothelin (MSLN), niRNA 


0.7 


5920 


BC004772 


Mus musculus, Similar to inhibitor of kappa light polypeptide gene 
enhancer in B-cells, kinase beta, clone 1MAGE:3256890, mRNA 


; 1.6 


z>vz l 


AK000935 


Homo sapiens cDNA FLJ10073 fis, clone HEMBA100 173 1 


0.18 


•5922 : 


BC009942 


Homo sapiens, clone MGC: 12595 IMAGE:4303422, mRNA, 
complete cds ' .' V ; v 


. 0.001 


5923 


J05008 


Homo sapiens endbtlielin-1 (EDN1) gene, complete cds 


.0.5 . 


5924 : 


AE002174 


Chlamydophila pneumoniae AR3 9, section 10 of 94 of the complete, 
genome • • '. ' • - \ 


0.69 




.AJz/JDlO 


\».aenoniapcuiia eiegano iiuvin/y lor cdiciuiii /\irdbe 


0 7 • 
u. / 


5926. 


AF3 10894 


Dictyosteiium discoideum prespore-speeific protein (pspC) gene, v 
partial cds; RacH (racH) gene, complete cds; and BOP (bop A) gene, 
partial cds . ' .'. ■ ;/ '• ■ ■?:'}:■ [■ - • 1- • 


0.027 


•5927 


AE003910 


Xylella fastidiosa 9a5c, section 56 of 229 of the complete genome . 


0.73 


5928 


AF335424 


Homo sapiens sperm protein Sp 17-2 pseudogene, complete sequence 


1.8 - 
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•>f . ' ,. v ' r ^ r : • Table 3 A Nearest Neighbor (BlastN vs. Genbank) '.. ; > 


SEQID 
NO 


ACCESSN 


: * ; DESCRJP 


p VALUE 


5929 


XM 016924 


Homo sapiens hypothetical protein MGC4054 (MGC4054), mRNA 


' 4;3- ; ' • •' 


5930. 


./U62057 C 


\4vf*nn1acrttQ fnnfipniiitn "WAiil-i r\vi rici cr* ^ nQfiv^ CTPnf*- norfiil /*Hc nnH 
lVly^UUlaMlUl taUl ILVJIIHU I^/VL/IJL UAlLlaoC ^UaUA|gulv, Udll.ld.1 VAJb, dilvl 

lipoate-protein ligase (lpla), pyruvate dehydrogenase EI alpha subunit 

^r>Hr>iiV nvnivjitp HpfivHrn<ypmiQP FT hpt5i Qiihiinit fnHr>b^ nvniviitp 
y\jKJ.^/ajf uy luvaiw u^iijiu ugciiaoi' is*. KsKtici ju.uu.iiii yKJUUis/, vy luyciix* . 

dehydrogenase EII (odp2), dihydrolipoamide dehydroge> 


. ; : Q;72 '. • 


5931 


AF202552- 


Urtmn Qjinipnc OtvJA iriPtlivltTJin^fprfisp fDNA/TTi ^ cpnp pvnnQ 9 T 

and 4 . • • v •■••*•/•" v i 


\ ->2.2. • • 


5932 


* A FO 10604 


Hnmn sanipnc ADS fSmaHS^ ppfip pvoii 3 

ii\jin\j D<i|Jit'Hij oivix*jl/~j ^ oiu*.iij~' y gviiv, S/Auii ~J < • 


0.0001 


5933 




Caennrhahditis plpf^arK cnsmid Y46F 1 2RR rnmnlefp spnnence 

V^Cl^lIAJl ILtlUUHliJ LlvgCUlu UUSHUVi L ~TWJ_i 1. 4i.AJJ.Vj VVJALlJ^X^lVrf lS^I^U^/U^Vs • 


0.71 


5934 


YU 097007 


Homo sapiens hypothetical protein DKFZp564D 172 
/DKFZP564D172V mRNA • - •» 


0.18 


-5935 


AF360iQ 1 

\ Zvl JP VJv 17 1- 


Ar^hiHrmciQ thaliana unknown rvrnipin /"TOPS 1 SO/AT'WdQSfUYi 
mRNA corhnlpfe cds .'• '. . \ ;. • . . - . ' ^ : - 


6.3 


5938 


AF282728 :V" 


Culex pipiens Twin-Cp5 SINE retroposon, genomic sequence and v- 
SiNARF-like ffpne nartial seoiience \- • 


0.066 


5939 


M81702 


Candida boidinii methanol oxidase (AOD1) gene; complete cds x :> 


0.008 


5940 


: AF057740 


J-Tnmn cpnipnc 1 7-hpf;i-hvrlrfiYv<;i i prniH rlf*livHrnp^pnpQP T V iTJ^tD 1 7R4V 

llUlllVi &<lJJldla 1 _/ "Utla lljrllUJAjf oLl/lUlll vJg,t/ll£l^t' A V ^lljlyl / JJty 

gene, exon 24 and complete cds . ' ; A 


- • 0.21 


5941 


XM 031463 


Homo saniens exonuclease NEF-so rLOG8169n mRNA 


0.072 


5942 


AB022048 


Mus musculus gene for prolyl oligopeptidase, exon 3, 4, 5, 6 


' 2.1 


5943 


1 >^K16S ' 


Iv. V IVJlclC'Ctl L>1L1V/1 WUlClol fct/Il^O IvM CllULiCi <11(U Uvtu jUUUIHI \J L 

nhvpnrvjinm . x ~ ' • • 


; 2.1 


5944 


AF 181251 


Rattus norvegicus lung Kruppel-like factor (Lklf) gene, complete cds 


5.9 :• : 


5945 ; 


AP0010S7 


Hnmo cjintPTic apnnmir DMA rhrnmncnmp 91 plnnP'O^OOl 1 1V^X*1- 
D91S171 rpcrifvn. comnlete <;eaiience . v ' * 


0.00001 


5946 


-\AK016374 


Mus musculus adult male testis cDN A, RIKEN full-length enriched 
library, clone:4930589L23, full insert sequence 1 


; 5.9 


5947. 


M27697 


Pig urate oxidase mRNA, complete cds : ; 


2.1 


5948 


yu 0"*9cS03 


Homo sanienV similar to DESTRINVACTIN DEPOL YMERIZ1NG 
FACTORS (ADF 1 * CH sariiens^ fLOC90563Y rnRNA 


. 0.69 


5949 


; U39688 


Mycoplasma genitalium section 10 of 51 of the complete genome 


0.077 


5950 


AF320250 ; 


Lactobacillus delbrueckii YmdA (ymdA) gene, partial cds; and 

mitativp unHppiirirpnvl-TiiinQnhjitp N-ApptvI-pliicfi<;?iiTiinvl transferase, 

(repG), YvyE (yvyE), putative GomFl protein (comFl), putative 
ComF3 protein (comF3), YvyD (yvyD); putative preprotein translo> 


• 0.69 / 


5951 


Y09852 


H sapiens FGFR3 gene, partial 


2E-10 


! 5952 


5 279103 


H.sapiens flow-sorted chromosome 6 Hindi II fragment, SC6pA22Fl 1 


0.00002 


'5953 


•AP000321 Y 


Homo sapiens genomic DNA, chromosome 21q22.1, D21S226-AML 
region, clone:Q82F5, complete sequence ; 


0:00004 


5954 


AK025042 


Homo sapiens cDN A: FLJ21389 fis, clone COL03455 


2E-66 
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'■■ ; * fable 3A Nearest Neighbor (BlastN vs. Genbank) t > 


SEQ ED 

NO. 






T3 \ / AT T IT-7 


5955 


U14576 


Dictyostelium discoideum filopodin (talA) gene, complete cds 


0.21 


5956 


AE001405 


Plasmodium falciparum chromosome 2, section 42 of 73 of the 
complete sequence ••. \ ■ :■ :• v' v } 


0.052 


5957 


IVlO^-oO 1 


J^.QlbCUlUCUHl LrUU IIUvLN/\, LUIlipiCte CQS> 


n Am 

u.uuz 


5958 




jFidsinouiuiii idiLipdiiiiii gc-dipiid gene lor gudnyiyi cyclase arpna 


n nnn 1 
u.uuui 


5959 


XMJ)31443 


Homo sapiens phosphodiesterase 8A (PDE8A), mRNA 


8E-13 


5960 


f\\A) / Vo i d 


iionio sapiens ciorie.L^ii^— zjjjqij, complete sequence 


n f\ftf\f\i 
U.UvUUJ 


5961 


AF275272 


Schizophylluxn commune unknown gene", mitochondrial gene for 
mitochondrial product -'?.' , v , ; . 


: . \ 0.44 


5962 


Z60119 


H. sapiens CpG island DNA genomic Msel fragment, clone 18elj ; .*v ;;v• 
reverse read cpgl8el.rtlb ; -. T T -- '\-v;;' ; /- :i" 


: 0.008 


, 5963 


Ar IUUor>4 


uaenornaoaius eiegaiis cosmiu 


U.UZD 


^964 


AE001399 


Plasmodium falciparum chromosome 2, section 36 of 73 of the - .;<. 
complete sequence • - • ' \y';-' v ; '•. ,•• : =. ; 


: 0.001 


5965 


■■" TTftQAl O 

UoyU iy 


oepauus c vinis poi5^procein gene, complete cus 


' TV 1 


5966 


XM_U32j lz 


Homo sapiens ARP3 (actin-related protein 3, yeast) homoiog • - 

(AL, 1KJ), rnKJNA ; . . . 




;5967 


Ul7pj4. r 


Human chromospme 21, Down syndrome critical region transcript, 

orO enu 01 Clone Jr-J-Io * • - 




5968 


Ar 19/4/ / 


Homo sapiens TRBP pseudogene, partial sequence : • 


U.ZZ 


5969 


U78599 


Streptococcus mutans putative P,D-carboxypeptidase and putative N- 
acetyl-muramidase genes, partial cds 


2.1 


5970 


AP001414 


Homo sapiens genomic DNA, chromosome 21 q22.2, clonc:D30, ; J 
LB7T-ERG region, complete sequence 


2.1 


5971 


• AJ277067 


Homo sapiens partial obHibr l/ei HI gene tor spectrin !SH3 oinaing 
protein, exon 3-5 ' .r< "V- ' -[ •" : . • 


.;' 5.7 " 


5972 


AlJzV4 , 


Human mRNA for myb-related gene A-myb 5!-region • 


.oii-/4 


.5973 


NC 00 1796 


Human parainfluenza virus 3, complete genome 


0.053 


5974 


AJ222787 ; 


Hordeum vulgare mRNA for alpha-keto acid dehydrogenase-like 
protein, clone RG 136 . ^ • > 


0:073 


5975 


AF284034. 


Melanogrammus aeglefinus vitellogenin B (VtgB) mRNA, complete 

cds , . ' ; ' ..• ' >' / ; ; ; •. ' ; " ; - ' • •' / • • 


• 2.1 


5976 


AF127565 


Arabidopsis thaliana ubiquitinrprotein ligase 2 (UPL2) gene, complete 


•• 4.3 ' 


•5977 


ArUU141V 


Homo sapiens genomic UNA, enromosome ziqzz.2, clone. rACz4rv9, 
L,n / 1 -cku region, complete sequence - v ■* r 


u.uuwz 


5978 


AT ^QH^QA 


Human DNA sequence from clone RP1 1-34? A 16 on chromosome ; 
Aqzz.j-z^f, compieie sequence | nonio sapiensj, , 


. u.uz 


5979 : 


ABO 14460 


Homo saniens TSC2 NTH1.1/NTH1 and SLC9A3R2/E3KARP eenes 
partial and complete cds • • ; ; •'• . " ; • 


' 0.69 


5980 


XM£o18334 


Homo sapiens hypothetical protein FLJ22418 (FLJ22418), mRNA 


6.026 


5981 


AF229850 . 


Arabidopsis thaliana ferritin (Ferl) gene, complete cds . 


0.69 


; 5982 


AK0 17445 


Mus musculus 10 days neonate head cDNA, RIKEN full-length 
enriched library/ clone;5530402H04, full insert sequence ■■ 




5983 


AF197159 


Mus musculus cubilin mRNA, partial cds ; ' ' 


; 0.7 



433 





1 fable 3 A Nearest Neighbor (BlastN vs. Genbank) V • 


oCl^J ID 

NO 


ACCESSN 


• - o • v :: • - descrip ;. : -^ }; v, : ;.;- - 


P VALUE 




XMj)29346 


Homo sapiens hypothetical gene supported by U793 02; AK026607 . 
(LOC90138), mRNA r '.*■■. :: : v : ^ 


; 0.026 


. 5985. 


AK021517 


Homo sapiens cDNA FLJ1 1455 fis, clone HEMBA1001497 


: 0.05 




Z74823 


S.cerevisiae chromosome XV reading frame ORF YOL08 1 vv ; ■ v ' 


0.23 . 


CQQ7 


XM_003091 


Homo sapiens KIAA0001 gene product; putative G-protein-coiipled 
receptor; G protein coupled receptor for UDP-glucose (KfAAOOOl), 
mRNA- V" : '-y'v - "'v? "': .. • % ; : ; "-v--' >/i \ 


1.9 


5988 


XM_039450 


Homo sapiens similar to NONHISTONE CHROMOSOMAL 
PROTEIN HMG-14 (H. sapiens) (LOC91606), mRNA : 


; -4E:47' 




XM 045103 


Homo sapiens G; protein coupled receptor interacting protein, 
compienient-clq tumor necrosis factor-related (ZSIG37), mRNA 


■ v 0.23 


5990 


AK026086 


Homo sapiens cDNA: FLJ22433 lis, clone HRC09172 


0,078 




. Z22800 


H.sapiens microsatellite repeat 


3E-45 


jyyZ 


AF 165 136 


Mycoplasma mycoides mycoiaes LG hypothetical surface located 
membrane protein and lipoprotein B precursor (lppB) genes, partial ' 

cds ... : - '• ;-. ; - ' ■ ; • • ;" *'."•• ' 


; 0.23 ' 


jyyj 


AF269465 


Staphylococcus epidermidis strain SRI clone step. 1004h05 genomic 
sequence J •• : : "v' ; -. \ " ' 


0.23 , -. 


jyy'* 


XM_049474 


Homo sapiens.KJAA1538 protein (KIAA1538), mRNA 


' • 0.23 


jyyj 


AC001478 


Homo sapiens (subclone l_h7 from BAC H112) DNA sequence, ^ 
complete sequence 


0^63 


5996. 


AF380163 


Influenza A virus (A/Goose/Guangdong/3/97(H5Nl)) segments ' :. 
polymerase (PA) gene, complete cds 


0.077 


jyy / 


•Z74263 . 


S.cerevisiae chromosome IV reading frame ORF YDL2 1 5c 


0.36 


CQOQ 


Af 282059 


Homo sapiens clone 2qtel_edcl7fR sequence 


7.9 


c ooo 
J yyy 


AF233898 


Escherichia coli strain KI 12 1 8 BfpA (bfpA) gene, partial cds 


0.073 


■ 6000 


■;M92086 


Wasp venom protein mRNA sequence 


. 1.7 


ZAA1 

oUU 1 . 


. XM_006601 


Homo sapiens hypothetical protein FLJ10659 (FLJ10659), mRNA 


' ' 0 " r 


6002 


D14074 


Bovine mRNA for cyclophilin, complete cds 


0.23 


6003 


AC079391 


Homo sapiens clone CTD-2243M1 1 , complete sequence 


4 


6004 


AE006055 


Pasteurella muitocida PM70 section 22 of 204 of the complete genome 


0.077 




Y09000 


R.norvegicus mRNA for dendrin : 


0.18 


6006 


AK006991 


Mus museums adult male testis cDNA, RIKEN full-length enriched 
library, clone: 1700084F23, full insert sequence ^ 




6007 


AF319636 1 


Pelargonium peltatum cultivar Guenievre, microsatellite Pp3a 
sequence . •, -V'.' j ' . : ' • ' . ';. '. " ',,>••■ '• ; • 


0.001 


6008 


• ^ D 17668 


Clostridium septieum gene for alpha-toxin, complete cds 


0.077 


6009 


AK025193 


Homo sapiens cDNA: FLJ21540 fis, clone COL06156 


.0,025 


6010 


. X17191 


E!graciiis chloroplast RNA polymerase rpoB-rpoCl-rpo,C2 operon 


.0.22 ' 
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■ Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 

" XT ' 


v . :: ULSLKlr llUiN - ; - 


; r> A/AT I xc ■ 
F VALUtV 


4: ■ 


1 o to i n i 

12721 131 


; gi| 12721 131|gb|AAK02908.i| (AEG06121) unknown 
: ' 7 : [Pasteurella multocida] - 


■ 0.14 • 




1504016 


gi|l j0401o|abj|BAA13207 .1| (D 8 6971) no similanties 
* to reported gene products [Homo sapiens] 


: 0.0003 


• 1 


12838708 


gi|^836708|dbj|BAB2430i. 1| (AK0u5889) putative 
[Mus musculus] I 


/ 5E-74 


-8' '■■'>. 


12854246 


gi| 12854246|dbj|BAB29972. 1| (AK015778) putative. 

[Mus musculus] • - >; -vc.; ,":-v : - v '.' 




9 


14715574 


i gi| 147 1 5574|dbj|BAB6204 1 : 1| (AB065434) PRPK 
' mutant 1 [Homo sapiens] 




10 ;! 


6678964 


;gi|6678964|rcflNP__03267 1 . 1 1 muririoglobulin 1 [Mus ; 
: V v - i musculus] sp|P28fe^ - ; 
MURlNOGLOBULm 1 PRECURSOR (MUG 1) 
gb|AAA73048 : 1 [ (M65736) [Mouse murinoglobulin , 
mRN A, complete cds .] , gene product [Mus musculus] 




', 14 


11351090 


gi| 1135 1090|pir||E82999 probable beta-ketoacyl 
synthase PA5 174 [imported] - Pseudomonas aeruginosa 
; - ; " (strain P AO 1 ) gb|AAG085 59. 1 1 AE004930_5 • ! 
;, r - (AE004930) probable beta-ketoacyl synthase •: 
: [Pseudbmonas aeruginosa] 




. u - 


9506761 


gi|9506761 |ref|NP_062298 . 1 1 glucosamine-phosphate N- 
^ \ A acetyltransferase;.glucosainine-'6-phosphate 
acety transferase [Mus musculus] emb|CAA04463. 1| 
; ; ; !(AJ001006) EMeg32 protein [Mus musculus] 
dbj|BAB22 120. 1| (AK002466) putative [Mus musculus] 
dbj|BAB25 16 1 ,1| (AK007647) putative [Mus musculus] 
dbj|BAB252 12.1| (AK007722) putative [Mus musciilus] 
dbj|BAB25240.1| (AK007764) putative [Mus musculus] 
dbj|BAB25749.1| (AK008566) putative [Mus musculus] 

QOJ|D/Vi5Z / D yJ. 1 { \jr\r\>\J 1 l\jyoj putative ^iviuo ULUav^uiUdj 

dbj|BAB31241.1| (AK018499) putative [Mus musculus] 


: : lE-84 


■: '2 0 • 


9369403 


gi|9369403|gb|AAF8715 1 . 1|AC002423_16 (AC002423) 
: T23E23.19 [Arabidopsis thaliana] ; ; 


7.4 - 


;^24 : ; . ; 


12862430 


gi| 1 2862430|dbj|B AB32466. 1 1 (AB047280) Gag-like 
protein [Tricholoma matsutake] 


•■■: r }' ;; ' , ' ; 2':6;:^ :, ;. ; ^ 



435 





; 1 Tabje 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) ■ 


SEQID 
NO 


ACCESS 

: ; N 


: ^ DESCRIPTION 


P VALUE 


25 


7434102 


gi|7434 1 02|pir||H7 1620 aspartate transaminase (EC . : : 
2.6.1.1) PFB0200c [similarity] - malaria parasite 
(Plasmodium falciparum) gb|AAC7 1829.1J (AE00 1 3 80) 
aspartate aminotransferase [Plasmodium falciparum] 


0.73 : ■ • ' 


26 


14721245 


gi| 1472 1245jrcf]XP ,0440 1 3 . 1 1 kinesin-like protein 2 
[Homo sapiens] 


' 78E-91- f. 




9506713 


gi|9506713|reflNP_061856. ij nucleolar protein family 
A, member 1 ; H/ACA small nucleolar RNPs protein 1 
[Homo sapiens] ref)XP 00360 1.1 1 nucleolar protein 
family A, member 1 (H/ACA small nucleolar RNPs) 
[Homo sapiens] ref|XP 0390 16. 1 1 nucleolar protein 
family A, member 1 (H/ACA small nucleolar RNPs) 
[Homo sapiens] ref|NP_l 27460. 1 1 nucleolar protein 
family A, member 1; H/ACA small nucleolar RNPs 
protein 1 [Homo sapiens] emb|CA376563.lj •: 
(AJ276003) GAR1 protein [Homo sapiens) 
gb|AAH03413.1|AAH034T3 (BC0034 13) nucleolar 
protein family A, member 1 (H/ACA small nucleolar 
RNPs) [Homo sapiens) . 


■ : -r';[A\ '"■ : i';,; 


Si--"'"^'."-'' 
m 28 


14150082 


gi| 14 l50082|ref|NP_l 1 5691 . 1 1 hypothetical protein 
MGC4399 [Homo sapiens] gb| AAH0499 1.1 |AAH0499 1 
(BC004991) Similar to RIKEN cDNA 573043 8N 1 8 
gene [Homo sapiens] 


. 0.001 ; 


''::V29^ ; ; 


12861366 


gi|l2861366|dbj|BAB32182.1| (AK020701) putative 
[Mus musculus] 


5E-42 ' 


32 • ; 


14739173 


gi| 1 473 9 1 73 |rcf]XP 03753 1.1 1 59395 [Homo sapiens] ; 


'3E-23 


:; :' : 36 ; ;' 


7513572 


gi|75 1 3572|pir||S72438 phosphatidylserine , . 
decarboxylase (EC 4.1.1.65) precursor, mitochondrial - 
Chinese hamster 


".. e-112 


■ . 37 • 


7488381 


gi|7488381|pir||T08408 transcription factor homolog 
F18B3 -150 - Arabidopsis thaliana emb|CAB42916.1| 
(AL049862) transcription factor-like protein 
[Arabidopsis thaliana] 


8.1 ' 




12849752 


gi| 12849752|dbj|BAB28466. 1 1 (AK0 12782) putative ; 
[Mus musculus] 


'5E-89 




14715574 


gi|14715574|dbj|BAB62041.1| (AB065434) PRPK 
mutantl [Homo sapiens] 


IE-88 


v>:40v 


12832845 


gi|12832845|dbj|BAB2228i;i| (AK002682) putative 
[Mus musculus | . : ; 
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J Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 

; N 


• DESCRIPTION 


"/■}■ P VALUE 




12832845 


gi| 12832845|dbj|BAB2228 1 . 1 1 (AK002682) putative ; 
[Mus musculus] V : V ■7 ; ,7• 


6E-45 


47 


11558040 


gl|11558040|emb|CAC17800.1| (AJ245^^ 
hypothetical protein [Polymyxa betae] 




48 


8052306 


gi|8052306|emb|CAB92239:i| (AJ242721) A1P37 : ■; 
protein [Mus musculus] 7:- ,'T;"' > 7/.'''v'"..;s 




i; :49}< 


13812380 


giji 38 12380jref)NP_l 13498. 1| N-myristoyltransferase 
IGuillardia thcta] emb|CAC27067. 1| (AJ010592) N- 
myristoyltransferase [Guillardia theta] 


- ^: : ; ; '''v-.7-> : .;' : : ? '. 




8885549. 


gi|8885549|dbj|BAA97479, l | (AB025604) telomere 
repeat-binding protein [Arabidopsis thaliana] 


;'v 1.5 :*.. 




14727244 


gi|14727244|rcflXP_ 035596. 1| hypothetical protein 
AF 140225 [Homo sapiens] rcflXP 035597. 1| 49482 
[Homo sapiens] gb|AAII07829. 1 |AAl 107829 :'.7 ■ 
(BC007829) Similar to hypothetical protein AF 140225 
[Homo sapiens | 


7 ■ 6E-58"-;:'V: 




14737646 


gi| 1 473 7646|ref]XP_03 8048 ,1 1 similar to APICAL 
ENDOSOMAL GLYCOPROTEIN PRECURSOR (R! 
norvegicus) [Homo sapiens] 


O003 . 




13811699 


gi|138 1 1 699|reflNP_ 109668. 1( zinc finger protein 3 13; 
zinc finger protein 228 [Mus musculus] 
gb|AAG0U41.1|AF2829l9 1 (AF282919) Zfp228 
[Mus musculus] 7- "': 


. 0.00002 


59 


14042394 


gi|14042394|dbj|BAB55226.1| (AK027604) unnamed 
protein product [Homo sapiens] : , ' 


'::e-ii2 




14769036 


gi|14769036|reflXP_03609i:i| 19140 [Homo sapiens] 


9E-97 


• '61 


13648339 


gi|13648339|ref|XP 003184.2] zinc finger protein 
ANC_2H01 [Homo sapiens] ^ v : 


0.0006 ' 


:>"' 64 7 


13638702 


gi|13638702|reflXP_01597Ll| hypothetical protein 
• . FLJ23384 [Homo sapiens| ref|XP_Q488584| 
hypothetical protein FLJ23384 [Homo sapiens] 


7 -2E-86.7^ ; ; 


^■■'■65-- - : 


14150082 


gi|14150082|ref|NP_l 15691. 1| hypothetical protein 
MGC4399 [Homo sapiens] gb|AAH04991. 1|AAH04991 
(BC004991) Similar to RIKEN cDNA 5730438N18 
gene [Homo sapiens] 


7 0.00003 7 


67 


14727244 


gi|14727244|refIXP_035596.1| hypothetical protein ' 
AF 140225 [Homo sapiens] reflXP_035597.1| 49482 
[Homo sapiensl gb|AAI 107829. 1 |AAH07829 '\ > : v; W 
(BC007829) Similar to hypothetical protein AF 140225 
[Homo sapiens] 7''-7. 7 '7-. : . .♦>'. PC-'. . ... - : ' 


7 -7 2E-38 '7v 



437 





Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 

■ n>>'; 


DESCRIPTION y':[ 


P VALUE 


68 . 


14727244 


gi|14727244|ref]XP 035596. 1| hypothetical protein , : 
AF 140225 [Homo sapiens] refJXP_035597:l| 49482 
[Homo sapiens] gb| AAH07829 . 1 | AAH07829 . i 
(BCO07829) Similar to hypothetical protein Ap 140225 
[Homo sapiens] ; ; • ^ ; ■-■■■•:-* ? .-v'V V/< O • . v • - 


6E-60 ; M 


69 


147.15574 


vgi| 147 15574|dbj|BAB6204 1 ,1| (AB065434). PRPK 
mutant 1 [Homo sapiens] 


2E-98 




7491888 


gi|7491888|pir||T41272 hypothetical protein ; 
SPCC297.05 - fission yeast (Schizosaccharpmyces 
pombe) emb|CAB40785 i| (AL049609) hypothetical 
protein | Schizosaccharomyces pombe] ■:• .i 


9.3 : 




12843000 


gi| 12843000|dbj|B AB25820. 1 1 (AK008666) putative 
[Mus muscuius] v 


"1E-86 


12 ' 


13542310 


gi| 135423 10|ref|NPjl 1998; 1| Uncharacterized : 
conserved protein [Thermoplasma volcanium] 


6.6 




14728906 


gi|14728906|refiXP_003327;3| hypothetical protein - 
FLJ 10858 [Homo sapiens] 


7F.-98 


74 "'. 


14749106 


; gi| 1 4749 1 Q6|ref|XP J)3 1 51 2 : 1| 1 4599 [Homo sapiens ] 
dbj|BAB15298. 1| (AK025963) unnamed protein product 
■'• v .;'*Vt [Homo sapiens] 


1E-26 


76 


1176169 


gifll 76 i69|sp|P28636|YHBE_ECOLI V ( /c : ■ ' 
HYPOTHETICAL 35 0 KDA PROTEIN IN DACBr 
RPMA INT ERGENIC REGION pir||B65109 ; 
hypothetical 35. OK protein (dacB-rpmA intergenic 
region) - Escherichia coli gb|AAA5 7985.1 |(U 18997) 
ORF ££32 1 [Escherichia coli] gb|AAC76216.1| \- 
(AE000399) orf, hypothetical protein [Escherichia coli 
K12] gb|AAG583i8.1|AE005547 4 (AE005547) orf, 
hypothetical protein [Escherichia coli 0157:117 . 
EDL9331 dbj|BAB37486. 1| (AP002564) hypothetical 
protein [Escherichia coli 0157:H7] 


.. 0.23 ; '- J . 




13161357 


gi| 1 3 1 6 1357|dbj|BAB32948. 1 1 ( AP002908) hypothetical 

protein-similar to Arabidopsis thaliana F IP2. 140 
. [Oryza sativaj 


•^'v'v ; 6.3:" ; : .V ; ^' 


78 


.. 8922806 


gi|8922806|ref[NP_06076 1 . 1 j hypothetical protein 
FLJ 10986 [Homo sapiens] dbj!BAA91940. lj 1 
(AK001848) unnamed protein product [Homo sapiens]: 
gb| A AH006 i 0. 1 1 AAH006 1 0 (BC0006IO) hypothetical 
protein FLJ 10986 [Homo sapiens] ' • ' 


5E-83 - : • ' 


'" r : r/ 82 ;: v 


14603356 


gi|14603356|gb|AAH10136.1|AAHl0136 (BC010136) 
Unknown" (protein for MGC: 19513) [Homo sapiens] 


. Vie-74 ■ 





Table 3B Nearest Neighbor (BlastX vs: Non-Redundant Proteins) 


SEQip 
NO 


ACCESS 

' N ' • . 


; : ' '' y'; ~"j ) DESCRIPTION -? " 


P VALUE 




12804667: 


' gi|l2804667|gb|AAH01758. 1|AAH01758 (BC001758) 
hypothetical protein FLJ20758 [Homo sapiens] 


■ ' ■ - ■-. <■■-' ' 
0.000000005 


90 ; 


9795608 


gi|97956()8|gb|AAF98426. 1 |AC02 1 044 5 (AC02 1 044) 
Unknown protein [ArabidOpsis thalianaj 


. 0.7 ■ : ■;' ' 


. 9l' 


13631937 


gi|1363 1937|retlXPJ)014l2.3| metal-regulatory ; . 
transcription factor 1 [Homo sapiens] 


0.0004 ' 


92 


14574479 


gi| 14574479|gb|AAF60869.2| (AC024856) Hypothetical 
protein Y7 1G10AR.2 (Cacnorhabditis clcgans] 


0.15 ! : : :: : ; 


93 


14970562 


gi| 1 4970562|emb|CAC4437 1 . 1 1 ( AJ292465) WDR9 
protein, form A [Homo sapiens [ 


2E-16 


v -;98. 


12855751 


gi| 1285575 l|dbj|BAB30445. 1| (AK0168 14) putative 

[Mus musculus] M 


• '.'•C-;' '3.1 Y: Y 


YY\~' : . 
102 


lit! 

11498284 


gi|l 1498284|rcf)NP_0695 10. 1| adenylate kinase (adk) , . 
[Archacoglobus fulgidusj sp|029581|KAD_ARCFU 
ADENYLATE KINASE (ATP-AMP 
TRANSPHOSPHORYLASE) pir)|D69334 adenylate 
kinase (EC 2.7.4.3) Archacoglobus fulgidus > 
gb|AAB90565.1| (AE001058) adenylate kinase (adk) 
[Archacoglobus fulgidus] 


4.00E-13 


104 


9910248 


gi|99 lp248|ref]NP_064'579. 1 1 GL004 protein [Homo , 
sapiens] gb|AAF86949. 1 |AF226049_1 (AF226049) ' 
GL004 [Homo sapiens] 


1.00E-85 '. 


105 


7302191 


gi|7302 1 9 1 |gb|AAF57287 . 1 1 (AE003 784) CQ7856 gene 
product [Drosophila melanogaster] 


' l.OOE+00' • 


106 


12005513 


gi| 1 20055 1 3|gb|AAG44486. 1 |AF246239_ I (AF246239) 
AD030 [Homo sapiens] gb|AAG44658: 1|AF258660_1 
(AF258660) AD033 |Homo sapiens) 


. 2.00E-73 


' 108 


13874435 


gi|13874435|dbj|BAB46923. 1| (AB000782) cerebral ; 
protein- 10 [Homo sapiens] 


: 4.00E-04 • 


109 


14783375 


gi|14783375|ref]XP_045533.1| protein predicted by 
clone 23627 [Homo sapiens] . 


1.60E-01 


• 110 


7229532 


gi|7229532|gb|AAF42865 . 1 |AF225924_1 (AF225924) . 
staufen [Drosophila virilis] ■■'■-':[ 


■ ; \ 3.'30E+00 


.112 


14775931 


gi| 1477593 1 [ref]XP^04993 5 . 1 1 hypothetical protein 
FLJ14950 [Homo sapiens! 


3.00E-77 . . 


' 114 


10140758 


gi|10140758|gb|AAGl3589. l|AC05 1633_5 . ^ ' 
(AC051633) putative ubiquitin protein [Oryza sativa] 


. 2.10E+00 
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••'Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQ ID 

: NO 


ACCESS 

' N : $* 


DESCRIPTION 


P VALUE 


115. 


421058 


gi|421058|pir||S34255 hypothetical protein la - P: , 
Escherichia coli emb|CAA5 1036.1 1 (X72295) ORFla 
[Escherichia coli] 


6.50E+00 


116 


14775931 


: gi| 1477593 1 |rcf|XP._049935 . 1 1 hypothetical protein 
. FLJ14950 [Homo sapiens] 


."2.00E-74 y 


117 


14781316 


gi| 1478 1316|ref!XP 032533 . 1| hypothetical protein 
' FLJ 12787 [Homo sapiens] : 


: e-10l " ; " 


118 


13161938 


gi| 1316 1 938|emb|C AC3299 1 . 1 1 (AJ30986 1 ) putative 
protein kinase WNK4 [Homo sapiens] 


1-00E-30 


119. 


7662028 


gi|7662028|rcilNP_055557.1| KIAA0255 gene product 
'% [Homo sapiensireflXr009540.il KIAA0255 gene 
. product [Homo sapiens] sp|Q92544|T9S4 J IUMAN 
TRANSMEMBRANE 9/SUPERFAMILY PROTEIN 
MEMBER 4 dbj|BAAl 3385 . 1 1 (D87444) Similar to 
S.cerevisiae EMP70 protein precursor (S25110) [Homo 
sapiens] emb|CAB75607.2| (AL049539) dJ836N 1 7.2 
V (KIAA0255 protein) [Homo sapiens] 


: '■ t. 
■ 7.00E-14 


'120 


10179324 


gi| 1 0 1 79324|dbj|B AB 13674.1 1 (AB041 351 ) type IV 
collagen alpha 6 chain [Mus musculus] 


■". 7.9 ; 


122 • 


7160119 


gi|71601 19|emb|CAB76306.1| (AL158057) putative 
acetyltransferase (fragment). [Streptomyces coelicolor 

■Mi W. : ■ ■■. t- A3(2)] lyp . • ; ■ =-v 


, o.i ':'■■:;) \ : 


. 123 


14732244 


gi|14732244|rcflXP_039960:.l| PC3-96 protein [Homo 
sapiens | ref|XP_039961.1| PC3-96 protein [Homo ; •'. 
; sapiens] pir||T46276 hypothetical protein 
; DKFZp564Ml 178.1 - human cmb|CAB7078 1 . 1| 
. (AL137515) hypothetical protein [Homo sapiens] : 
gb|AAG35611.1|AF202092_l (AF202092) PC3.96 
" [Homo sapiens] 


9E-81 


124 


7020475 


gi|7020475|dbj|BAA91 144.1| (AK000407) unnamed 
protein product [Homo sapiens] 


2.6 .. . 


'125 . 


14775931 


gi| 1477593 l|ref]XP_049935.i| hypothetical protein 
FLJ 14950 [Homo sapiens] 


2E-72 


127 


226135 • 


gi|226 1 35|prf|| 1 4 1 1 303 A GABA. receptor alpha2 [Bos 

' y :: '': : "t^"'y 'r taurus] . • . 


'• 0.046 


136. 


4995818" 


gi|4995818|emb|CAB443 13.1) (AJ 13 1899) proline rich 
; synapse associated protein 1 [Rattus norvegicus] 


••V. 0.00003 



4.40 





Table 3B Nearest Neighbor (BlastX vs: Non-Redundant Proteins) 


SEQID 

•: ' : NO 


ACCESS 

n;:; : 


' DESCRIPTION 


P VALUE 


: 138 


.13357869 


gi|13357869|reflNP^078143. 1| unique hypothetical ; . 
,r [Ureaplasma urealytieum] pir||D82907 hypothetical 
protein UU309 [imported] - Ureaplasma urealytieum 
gb(AAF307 1 8. 1|AE002 128 6 (AE002128) unique 
hypothetical | Ureaplasma urealytieum | 


: ■< 2.7 


139 


1076802 


gi| 1 076802|pir||S4991 5 extensin-like protein - maize 
emb|CAA84230. 1| (Z34465) extensin-like protein [Zea 
mays] prip 11 1476A extensin-like domain [Zea mays] 


i.9 


• 140 


1 1466208 


gi| 1 1 4662()8|reflNP_06653 1 . 1 1 NADH dehydrogenase 

■\ V ;J-;-,- : ^>-";'-: subunit 4 [Naegleria gruberi] ■ 5 
gb|AA(il7809. 1|AF288092_34 (AF288092) NADH 
; dehydrogenase subunit 4 [Naegleria gruberi] > 


l- l *'-y .6.6 


: • 145 . 


7490290 


gi|7490290|pir||T38644 conserved hypothetical protein 
SPAC323.07c - fission yeast (Schizosaccharomyces 
pqmbe) emb|CAB5341 0. 1 | (AL 1 09988) conserved 
hypothetical protein; UPF00 1 3 [Schizosaccharomyces 
ppmbe] ■■ ." : - -'."-\ V-"'. 


?'/■■'[ 0.7X 


! 147 


5813770 


gi|58 1 3770|gb|AAD52006. 1 [AF0 1 7304_I (AF0 1 7304) 
FMVIB [Morone saxatilis] • 




149 


24973 1 1 


gi|24973 1 l|sp|P55803|MOG_BOVIN MYELIN-' 
OLIGODENDROCYTE GLYCOPROTEIN ^ v 
PRECURSOR pir||A477 12 myelin/oligodendrocyte 
glycoprotein precursor - bovine : 


0.33 


152 


609342 


gi|609342|gb|AAA58698. 1| (U04946) nucleophosmin- 
anaplastic lymphoma kinase fusion protein [Homo : 

sapiens}'. - : ' 


>2-7".'-- 


153 


7481152 


gi|748 1 152|pir||T36795 probable penicillin acylase - 
Streptomyces coelicolor emb|CAB46792. 1| (AL0968 1 1) 
putative penicillin acylase [Streptomyces coelicolor. : 

A3(2)i • . ''v-i 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQ ID 
NO 


ACCESS 

• N ' 


V W DESCRIPTION 


P VALUE 


154 


12229694 


gi|12229694|sp|O93830|BET2_CANAL TYPE II ; ■ 
PROTEINS GERANYLGERANYL TRANSFERASE 

nrrA error r\n*T /t"vt>t7 tt dd atdtxi /^cr» aatvt '•' 
tJbl A bUtiUNi 1 ( I i PL. II rKUlclN CrbRANYL- 

GERANYTTR-ANSFERASE BETA SUBUNIT) 

(OGTASE-II-BETA) (PGGT) (YPT 1/SEC4 

PROTEINS GERANYLGERANYLTRANSFERASE 

BETA SUBUNIT) dbj|BAA35 193.1] (AB021 171) Beta 

subunit of geranylgeranyl transferase type2 f Candida 

albicans] ' ;v ' : '." T -'; ;; " : v ''^ /V" ■ ■' 


: :"'"1vA4;7-^ : :;"- V; 


156 


9630058 


gi|yo3 UU j o|rer|[Nr_y4oz /o. I| unknown [Urgyia 
pseudotsiigata single capsid nuclear polyhedrbsis virus] 

bnlOi n^SQIVlOn >JP VHP l-TVTJOTWPTTP A T 0 1 K"n 

sp(v/ iuj jy \ i izu ly Jr v \jr n i r \j i ric 1 Ivx/yl* 7.j jvl' 
PROTEIN (ORF120) pir||T10389 hypothetical protein 

gb|A AC59119.il (U75930) unknown [Orgyia ; • 
pseudotsugata single capsid nuclear polyhidrosis virus] 


8.5 


157 : 


9965966 


gi|9965966|gb|AAG102 1 9.1 |AF294433 1 (AF294433) 
coat protein [Alfalfa mosaic virus] 


v~; ff* 7; 


158 


7296047 


gi|7296047|gb|AAF51343. 1] (AE003585). CG 1 77 1 1 , 
gene product [Drosophila melanogaster] 


'■•^■■ ; : / ' : - , 4.6' ' 


161 


13507856 


gi|13507556|rei|NP_109805.1| ribosomal protein L20 
[Mycoplasma pneumoniae] sp|P78023|RL20_MYCPN 
50S RIBOSOMAL PROTEIN L20 pir||S73363 
ribosomal protein L20 - Mycoplasma pneumoniae 

(AE000004) ribosomal protein L20 [Mycoplasma ; 
pneumoniae] - V - : : 


- P.86 


162 


8393641 


gijo jy joh i jieijiNjr UJ0007. 1 1 Kyiiuiciujic 
aminotransferase II [Rattus norvegicus] )- : • 
emb|CAA90507. 1| (Z50144) kynurenine/alpha- 
aminoadipate aminotransferase [Rattus norvegicus] 


• .'■ 4.2 ./ - \ 


169' 


1515448 


gij 1 5 1 544?|gb|AAC45559. if (U63096) Description: , 
pBF4 gene involved in Bacteroides spp - conjugal - 
transfer [Bacteroides fragilis] ^ 1 


2.6 


175: 


422832 


gi|422832|pir||B46629 mucin 6, gastric (3-repeat clone) - 
human (fragment) gb|AAB6 1945. 1| (L07518) mucin 
[Homo. sapiens] -Jy . : 
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Table.' 3B Nearest Neighbor (BlastX vs Non-Redundant Proteins) ; 


SEQID 


ACCESS 

; : n - 


DESCRIPTION ■;•';") - A V-;-/' 


T VALUE 


176 


7504075 


gi|7504075|pir||T22584 hypothetical protein F53F4.6 - 
Caenorhabditis elegans emb|CAB01215. i j (Z77663) 
F53F4.6 [Caenorhabditis elegans] 


6.6 




13385538 


gi| I3385538|rcf|NP r _0803 16. 1| RIKEN cDNA 

281 0036K01 gene [Mus muscuius] dbj|BAB28520. 1 1 

(AK012865) putative [Mus muscuius] 


2E-48 : 


180 


902377 


gi|902377|gb|AAA8298 1 . 1| (U18059) polyprotein . 
[pcstivirus type 1] 


o.53 •••••• 


i8i ; 


13421499 


gi| 1 342 1499|gb| AAK2233 5 . 1] (AE005 708) conserved ■' ; • 
hypothetical protein [Caulobacter crescentus] 


6.2 


187 


10803574 


gi| 1 0803 5 74|ref|NP_045972.1| GvpN [Halobacterium 
sp. NRC-1 1 sp|Q9HIl6|GVNl_HALNl GVPN 
PROTEIN 1 pir||A47053 gas-vesicle operon protein : : 
gvpN [imported] - Halobacterium salinarum pirl|T08244 
gas-vesicle operon protein gvpN - Halobacterium sp.: : 
(strain NRC-1) plasmid pNRC 1 00 gb|AAC828 11.1 1 
(AF016485) GvpR i 
gb|AAD 15044. 1| (L03361) gas vesicle protein [Plasmid 
p^RClOO] gb|AAG20728.1| (AE005142) GvpN- 7 
protein, cluster A; GvpNl [Halobacterium sp. NRC-1] 


<Z 7:40E-01/: . 


' 192 


7662532 


gi|7662532|reflNP_054838. 1 1 PRO0195 protein [Homo 
' sapiens] gb|AAF24025.1|AF09.0901 J (AF090901) 
PRO0 195 [Homo sapiens] : 


2.60E-01 


194 


5360226 


gi|5360226|dbj|BAA36472:l| (ABO 15177) FO-ATPase 
V- subunit 6 [Beta vulgaris] 




' 196 


, 3024921 


> r . . . gi|3024921|sp|Q583 12|Y902_METJA 
HYPOTHETICAL PROTEIN MJ0902 pir||F64412 
hypothetical protein MJ0902 - Methanococcus ; 
jannaschii gb|AAB98907. l| (U67533) M. jannaschii 
predicted coding region MJ0902 [Methanococcus 
' v . jannaschii] 


r 6.5 


. 198 


7522108 


; gi|7522 108|pir||T29097 pro-pol-dUTPase polyprotein - 
; murine endogenous retrovirus ERV-L (fragment) r 

f_0- emb|CAA7325 1 . 1| (Yl 27 13) protease; reverse 
transcriptase; RNaseH; integrase; dUTPase; Pro-Pol- 
; 3 : : dUTPase polyprotein [Mus muscuius] 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) . 


SEQ ID 


ACCESS 

• N .: 


S DESCRIPTION SVS ; '. % ;: <$ 


P VALUE 


199 


9955592 


gi|9955592|emb|CAC00653 1 1 (AJ29251 9) N-acylamino 
acid racemase [Amycolatopsis orientalis subsp. luricla] 




203 ".. 


4097932 


gi|4097932|gb|AAD10321.1j (U72240) unknown " 
[Choristoneura fiimiferana nucleopolyhedrovirus] 


3 S3 6 _ 5 r;'v S 


205 , 


11252252 


gijl 1252252|pir||D82079 pyruvate dehydrogenase, El 
component VC24 14 [imported] - Vibrio cholerae (group 
0 1 strain N 1 696 1 ) gb| AAF95 5 5 7 1 1 (AE0043 11) 
pyruvate 1 dehydrogenase, El component [Vibrio T; ss's 

cholerae] sss ; V's' : v "'" : J:K' y ':. " ' ''S' . ■ 


' ; ^X-;.3.5"'\-~^- :' 


" 206 " 


12963481 


gij 12963481 |ref]NP 06 1 927 '. 1 1 hypothetical protein 
MGC5560; hypothetical protein [Homo sapiens] ?: 
dbj[BAB 14342. 1| (AK022978) unnamed protein product 
[Homo sapiens] 3\"s s v.; >.s_ 


' 3F-73 >: 


207 Z\ 


14737646 


gi|14737646|ref]XP_038048.1| similar to AJPICAL 
ENDOSOMAL GLYCOPROTEIN PRECURSOR (R. 
norvegicus) [Homo sapiens] 


V>''''V"i;4;^-:^:.-'-.v; 


209 


14742770 


gij 1 4742770|ref|XP_03 93 93 . 1 1 KIAAl 550 protein 
[Homo sapiens] ; ,''yS; : ' 


8.4 - : 


213 |3 


12643499 


gi|12643499|sp|P89202|RRPO_SHMVRNA 
DIRECTED RN A POLYMERASE (1 86 KDA > V 
PROTEIN) [CONTAINS: ; J 
METHVLTRANSFERASE/RN A ffi 
(MT/HEL) (128 KDA PROTEIN)} 


33' /: S; 6^ - 


223 


9629141 


gi|9629 1 4 1 |reflNP__044299. 1| putative transport protein 

j C s-\\ r\~\(~*nT~\ r*M lr\rnti r* TY\f~\t~t~] \nnicl * 

Looyucaii ciuoiulic luuiue vnuaj, 

sp|P 1 563 1 |VMP_SOCMV MOVEMENT PROTEIN ; 
(CELL-TO-CELL TRANSPORT PROTEIN) (ORF 
IA) pir||JS0379 hypothetical 35.5K protein - soybean ' 
chlorotic mottle virus emb|CAA33833 . 1| (XI 5828) 
putative transport protein [Soybean chlorotic mottle 
virus] .]■■'. .■'■}; < ■■■■ V s "; — : ; '.• : . 


S.'S V V ; 
"V 4.3 


.226 ; 


,7494266 


gi|7494266|pir||T 18485 hypothetical protein C0840w - 
malaria parasite (Plasmodium falciparum) 
emb|CABl 1 124.1| (Z9855 1) putative P-type ATPase 
[Plasmodium falciparum] 


. S' .3 
■ 2.3 ' 


228 


14042283 


gi|.14042283|dbj|BAB55 184. 1| (AK027535) unnamed 
protein product [Homo sapiens] 


. ■ 2E-30 


,229 


14744326 


gi|l47443'26jref|XP_0448 12. 1| NIMA (never in mitosis 
gene a)-related kinase 6 [Homo sapiens] 


4E-13 


; ' -232 


98014 : 


gi|98014|pir||Sl 1 148 ami A protein - Streptococcus , 
pneumoniae ' . '• •, ? : ; - • •• ••• • . ..' ■ 


33S 3 ;: l6SS : ' 
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• ' : Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQ ID 
NO 


ACCESS 

N ; 


■ : : DESCRIPTION ; - : • ; ■ V -■' 


P VALUE 


• ■•• 233 '"' 


10178317 


gi|10178317|e[nb|CAC08403.1|(AL121928) 
bA18I14.5.1 (novel protein isoform lj [Homo sapiens] 


'V'' ' : ■■: ■"■'>". : 


: 234 ' 


630444 


gi|630444|pir||S43955 probable NADH dehydrogenase 
(ubiquinpne) (EC 1,6.5.3) chain 3, kinetoplast -, ; 
Trypanosoma brucei mitochondrion (fragment) 
gb|AAA20887.1| (L2625 1) CR5 [Trypanosoma brucei] 




239 


7505826 


gi|7505826|pir||T258 16 hypothetical protein K12D9.2 - 
Caenorhabditis elegaris „ 




- 240 ; 


7434912 


gi|74349 1 2|pir||H7 1 934 phosphatidylglycerophosphate 
synthase - Helicobacter pylori (strain J99) 
gb|AAD0599().l|(AF.OOl475) , • V , • 
PHOSPHATIDYLGLYCEROPHOSPHATE 
SYNTHASE [Helicobacter pylori J99] 




243 


'<■[ .::-^}' : ~} 
6136155 


gi|6136155|sp|670546|UTX_MOUSE V-;. V;' 
UBIQUITOUSLY TRANSCRIBED X 
CHROMOSOME TETRATRICOPEPTIDE REPEAT 
PROTEIN (UBIQUITOUSLY TRANSCRIBED TPR 
PROTEIN ON THE X. CHROMOSOME) 
emb|CAA05692. 1 1 (A J002730) UTX [Mus musculus] 


•8.90E+00 


246 


2143962 


gi|2143962|pir||l59422 rsec8 - rat (fragment) ■ :■ - 
gbjAAC52265.il (U32498) rsec8 [Rattus nbrvegicus] : 


ie-93 


250 


6136155 


gi|6l36155|sp|O70546jUTX_MOUSE . ?; - v 
UBIQUITOUSLY TRANSCRIBED X ' 
CHROMOSOME TETRATRICOPEPTIDE REPEAT 
PROTEIN (UBIQUITOUSLY TRANSCRIBED TPR 
PROTEIN ON THE X CHROMOSOME) 
emb|CAA05692.1| (AJ002730) UTX [Mus musculus] 


: .7.1 ^'-J 
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: ; Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) r 


SEQ ID 

NO ' 


ACCESS 


; " . : : DESCRIPTION ':; 


P VALUE 


. 255 


12737603 


gi|12737603|reflXP_006839 ; 2| activin A receptor type II 

like i [Homo sapiens] ref|XP_05 0707 1 1 activin A 
,, . : receptor type II-Iike 1 (Homo sapiens] . . ' 
sp|P37023|KIR3 HUMAN SERJNE/THREONINE- 
PROTEIN KINASE RECEPTOR R3 PRECURSOR 
(SKR3V (ACTIVIN RECEPTOR LIKE KINASE I) 
(ALK-1) (TGF-B SUPERFAMILY RECEPTOR TYPE 
I) (TSR-I) pir||A4943 1 activinArGF-beta-like type I 
receptor - human gb| AAA 1 6160 . 1 j (L 1 7075) TGF-b 
superfamily receptor type I [Homo sapiens] 
gb|AAB6 1900.11 (U777 1 3) activin receptor like kinase 1 
: ^ [Homo sapiens] % :"'\ 


7.50E+00 


265 


2133974 


gi|2133974|pir||S68425 SoxPl protein - rainbow trout • 
dbj|BAAl 1 868; 1 1 (D83256) SoxP 1 [Oncorhynchus • ; 
mykiss] .' : 7 ; V " : . ' C' • - 


0.18 : 


266 


9838427 


gi|9838427|reflNPi064041.1| orf214 [Beta vulgaris] 


: - ; 2.2 ; 


268 


5731737 


gi|5731737|dbj|BAA83337,l| (AB021878) similar to 
yeast sodium/proton exchanger [Oryza sativa] 


:i^;>'-l''V;3; ! v:;:-V" 


271 


13642312 


gi|13642312|reflXP_b02895.2| parathyroid hormone 
receptor 1 [Homo sapiens] ref|XP 033742. 1| v 
parathyroid hormone receptor 1 [Homo sapiens] 
ref|XP_03 3743. 1 1 parathyroid hormone receptor 1 
[Homo sapiens] ; "; : 


^ : : 


.272, 


11545138 


gi[i 1545 138|emb|CAC08390.2| (AL121886) 
dJ1028D15 1 (continued from dJ 13 8B7, 1 in • : 
Em:Z98752) [Homo sapiens] J : 


0.0000008 


275 : 


6323677; 


OTl6323677lreflNP 0 13748 11 Ymr034cn • 
[Saccharomyces cerevisiae] sp|Q05 13 1|YMS4 JYEAST 
HYPOTHETICAL 48 4 KD PROTEIN IN ARP9- 
IMP2 INTERGENIC REGION pir|| S5 39 51 probable 
membrane protein YMR034c - yeast (Saccharomyces 
cerevisiae) emb|CAA89150 1| (Z49213) unknown 
[Saccharomyces cerevisiae] " 




> 277 • 


,7297043 


;gi|7297043|gb|AAf 523 12. 1| (AE003612) CG13992 
- gene product [Drosophila melanogaster] • 


•8.1 


282 


-1616595 


, gi| i6I6595|emb|CAA4 17 10. 1| (X58907) steroid 21- ;i 
C 1 monooxygenase [Homo sapiens] 


6.8 . - ' 


•283 .■ 


14089610 


gi| 1 40896 1 0|emb|CAC 1 3370. 1 1 (AL445563) unknown; 
V predicted coding region [Mycoplasma pulmonis] 
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; • ; r Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) -: 


SEQ ID 
NO 


ACCESS 

IN. 


• • nPCPPiT*TTirS'Ni . • 


D \T A T T TC 

r VALrUxi 




139809 


gi|139809|sp|P27571|XIST_MOUSE X INACTIVE 

specific Transcript protein P irj|s 15433 

: hypothetical protein - mouse emb|CAA4 1978.1 1 
; (X592d9) UKr [Mus museums] prf]| 171 144UA xist 
v ^ gene [Mus musculus] 


0.18 . 




11355576 


gi| 1 1 355576|pir||T4433 1 hypothetical protein wblD V 

[imported] - Vibrio cholerae dbj|BAA33635 1| . 1 
(ABO 12957) probable NADH dehydrogenase [Vibrio 

■ v ; ' .v. ~y -:.;. cholerae] ■ t r':-'\"- ; /••/>'.'..}'•;•. ' 


A ; t ' 0.23 


297 


14389443. 


gi| 14389443|rei]NP_l 16776. 1| NADH dehydrogenase 

i •V'- m ■ rr« • "1 j. "I - Jl. * IT* A T* c o nn /*■ 11* 

subunit 4 [Rana nigromaculata] dbj|BAB58996.1| . 
(AB043889) NADH dehydrogenase subunit 4 [Rana 
nigromaculata] ; / " • ' 


. 9.2 


: 300 


4493987 


gi|4493987|emb|GAB39046. lj (AL034559). hypothetical 
protein, PFC 1 03 Ow [Plasmodium falciparum] 


. •' : V:f-'2.'i : 


H 306 


7494200 


gi|7494200|pir||T18434 hypothetical protein C03 75c - .: 
malaria parasite (Plasmodium falciparum) / V : 
emb|CABl 1 1 1 1 . 1| (Z98547) predicted using hexExon; ' 
MAL3P3 . 10 (PFC03 75c), Homblogue of C.elegans • : - 
T08A11.2 protein, len: 1387 aa; Similarity to C.elegans 
T08A1 12 protein, C.elegans T08A11.2 protein > '.; - 
(WP :T08 A 1 1 2) BLAST Score: 290 1 ; sum P(2) - 0.0; , 
66% identity in 839 aa > - ' ^ 


'\^-^T3^'";v' ; - : ; ' 


308 


10728064 


gi|10728064|gb|AAF50455,2| (AE003556) CG7060 
gene product [Drosophila melanogaster] 




317 


9631682 


gi|963 1682|reflNP_048461 . 1| al 13L [Paramecium - 
bursaria Chlorella virus 1] pir||T 17603 hypothetical v 
protein al 13L - Chlorella virus PBCV-1 
gb|AAC96481.1| (U42580) al l 3L [Paramecium ; y 
bursaria Chlorella virus 1] 


: 7.7 :; -:v.' 


' 318 


4733986 


gi|4733986|gb|AAP28666:l|AC007209^2(AC007209) 
hypothetical protein [Arabidopsis thaliana] : . 


.. 5.30E+00 .; ' ; ; 


319 


461649 ' 


gi|461649|sp|Q05004|BB61 rRABIT BRUSH BORDER 
6 19 KX) PROTEIN PRECURSOR pir||B45665 adult- 
specific 61. 9K brush border protein precursor - rabbit 
emb|CAA78302. 1 1 (Z 1 2840) protein of unknown 
function [Oryctolagus cuniciilus] ' 


3.00E-16 V 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQ1D 

NO ^: 


ACCESS 

;;;-.-Nv . 


:-:y'\--;-y:- V:> ; : : description ; .. ' ;;/.; 


P VALUE - 


322 


11466552 


gi| 1 1466552|ref]NP_ 04480 1 . 1| NADH dehydrogenase, 
subunit 4 [Reclinomonas americana] pir||S78183 NADH 

: dehydrogenase (ubiquinone) (EC 1.6.5.3) chain 4 - 
Reclinomonas americana (ATC C 5 03 94) mitochondrion 

gb|AAD 1 ,1916 1| (AF007261) NADU dehydrogenase, 
" subunit 4 [Reclinomonas americana] . V>:- '- : ' : 


,9.1 ' X" 


323 . 


'13603897 


gijl3603897|gb|AA.K3 I?86:i|AF295594_l (AF295594) 
SKTxl jprecursor [Bufhus martensii] 




325 • 


11497767 


gi|l 1 497767|ref1NP_068989. 1 1 hypothetical protein 
[Archacogiobus fuigidus] sp|O30087|Y 1 50_ARCFU 
HYPOTHETICAL PROTEIN ARM 50 pir||F69268 

hypothetical protein AF0 150 - Archacogiobus fuigidus 
gb|AAB91087.1| (AE00i096) A: fuigidus predicted 

■ coding region AF0 150 [Archacogiobus fuigidus] 


'•v'.: •■ > ; Syr^-'A' 


332 


7506939 


gi|7506939|pir||T24356 hypothetical protein T02D 1 .3 - 
Caenorhabditis elegans cmb|CAB05908. 1 1 (2:833 19) ' 
T02D 1.3 [Caenorhabditis elegans] 


3.9 


. 336 .. 


7510675 


gi|75 1 0675 (pir||T29689 hypothetical protein ZC266.2 - 
Caenorhabditis elegans gb|AAA96 10 1 . 1| (U53 140) 
ZC266.2 gene product [Caenorhabditis elegans] 


" . 2.4v'.' ;; :-''-' 


337 


12697923 


gi|12697923|dbj|BAB21780.1| (AB051476) KIAA1689 
protein [Homo sapiens] - ; 


' 3L-21 : V : 


■ 338 


630465 


gi|63 0465 |pi r||S4 704 2 protein kinase (EC 2.7.1.37) cdc2- 
related 1 - malaria parasite (Plasmodium falciparum) 




340 


7488318 


gi|7488318|pir||T01191 RNA-directed DNA polymerase 
homolog F21E10.5 -Arabidopsis thaliana ■.%' 
gb|AAC13599. 1| (AF0589 14) similar to reverse .>••" 
transcriptase (Pfam: transcHptfact.hmm, score: 72.3 1) 
(Arabidopsis thaliana] • 


'• ■:' . : •• 5\/-' , : 


34 1 


5804818 


gi|58048 18|emb|CAB52872. 1| (AL0217I2) putative 
protein [Arabidopsis thajiana] emb|CAB79 1 7 1 .'1| • 
(AL 16 1556) putative protein [Arabidopsis thaliana] 


'. !} J:, 


343 


i 4579376 


gi|14579376|gb|AAK69253.1|AF336309_48 : 
(AF336309) SpyB [Yersinia enterocolitica] 


' V :; 8.2 " • 
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• Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) :\ 


SEQID 

NO ': : 


ACCESS 

•■' N : 


DESCRIPTION V" 


P VALUE ? 


.'w : ;344 : -;'/ 


11284162 


giji 1284 162|pir||H8 1 077 hypothetical protein NMB 1490 

[llilJJUl U/UJ INClisbCl id lllCiUll^lllUlo ^glUUp D bllcLUl 

MD58) gb| AAF4 1 846. 1 1 (AE002498) hypothetical 
protein [Neisseria meningitidis MC58] - 




347 


1 1361512 


gi| l 1361512|pir||H82781 hypothetical protein XF0626 - 
[imported] - Xylella fastidiosa (strain 9a5c) 7 
gb|AAF83436. 1 1 AE003908_4 (AE003908) hypothetical 
nrotein rXvlella fastidiosa 9a5cl 


- \7.6 /•>-••;." 


348 


7497054 


gi|7497054|pir|tT 1 9739 hypothetical protein C35 A5 .4 - 

V^aeiiUrilaUUJLlS) CIC^cUlo vII1U|V^/^^^''t~UJ . 1| I 1 lOJ ) 

contains similarity to Pfarii domain: PF00635 (MSP 
nVTaior snerm nrotein} domain) Score— 66 4 E-value^Se 
16, N=l [Caenorhabditis elegans] 


0:064 


.349. 


•6531601 


oi'UW 1601 IchlAAF! 5500 1UAF16767?) 

fill" ~> J l \) \J l |HU|rvrvi i -J -J v/v/. 1 1 ^ai tu/u/^ 

immunoglobulin heavy chain variable region [Homo 
sapiens] ; v - ., . 


; L6.' :: -:.* v; 


352 




gi| 1285847 I|dbj|BAB3 1327. 1| (AK018655) putative 


: 3,9. . ... 


353 


2128157 


gi|2 128 1 57|pir||C643 1 9 hypothetical protein MJO 1 54 - 
Methanococcus jannaschii , 


; a98 


355 


14195575 


gi|14195575|sp|P581 14|YV78_CAUCR : / 
HYPOTHETICAL PROTEIN CC3178 
gb|AAK25 140 L.l| (AE00598 1) pirin-related protein V . 
[Caulobacter crescentus] ; : 


.. ; ,4.20E+o6 • 


. 359 


.7468435 


gi|7468435|pir||B720 15 metalloproteinase, insulinase 
family CP0903 [imported] - Chlamydophila pneumoniae 
(strains LWLU29 ana AKJ 9) gp|AAL> 19Uvi . 1 1 
(AJE00 1675) Insulinase family/Protease III 
[Chlamydophila pneumoniae CWL029] 
gb|AAF38689.1| (AE002249) metalloprotease, 
insulinase family [Chlamydophila pneumoniae AR3 9] 
dbj|BAA99165: l| (AP002548) insulinase . 
family/protease III [Chlamydophila pneumoniae J 138] 




' 360 ' 


461649 


gi|46 1 649|sp|Q05004|BB6 1JRABIT BRUSH BORDER 
61.9 KD PROTEIN PRECURSOR pir||B45 665 adult- 
specific 61.9K brush border protein precursor - rabbit 
emb|CAA78302.1| (Z 12840) protein of unknown V 
function [Oryctolagus cuniculus] \i ? 


, 8E-45 : 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQIO 

no •; 


ACCESS 

N . 


•Q : : . DESCRIPTION i:V& }> fi: cC 


^ p Value" 


•S 363 


12859685 


gi|12859685|dbj|BAB3 1736. l| (AK019464) putative 
: = [Mus musculus] i 


■ V-r" : ■■6:i : ; ; -';: r; - ' 


365 


11055982 


gi| i 1 055982|reflNP_067633,l | PR domain containing 

•1 1" PR-rlnm^in rnntpi irnncr nrntpin W PHnrno ^aniens! 

• Tef|XPjO 11 460.11 PR domain containing 13 [Homo 
sapiens] gb|AAG13448 ; l| (AYQ04253) PR-domain 

• V\"£/ : V;; : f £' containing protein 13 [Homo sapiens] 


:•■ 3 : 4 - ■ 


368 


3915305. 


gi|3915305|sp|Q96597|W5_AHSY9 OUTER CAPSID 
PROTEIN VP5 gb|AAB17570.1| (U74489) VP5 ; 
[African horse sickness virus] . 


0.63 ; ' 


• 370 


1 1466986 


l - oil 1 1466986lreflNP 041893 11 Orf635 lEuelena : 
gracilisj sp|P3 1916jYCX3^EUGGR HYPOTHE TICAL 

78 .0 KD PROTEIN IN PSBC INTRON 2 (ORF635) 
embjCAA50080. il (X70810) Orf635 [Euglena gracilis] 




'373 . 


14766918 


gi| 147669 1 8|reflXP_034599.1| acid sphingomyelinase- 
likc phosphodiesterase [Homo sapiens] 


- - '. 2E-99 


375 


5732610 


gi|5732610|gb|AAD49190. ljAF.l .15423 J (AF 115423) 
core protein [Hepatitis B virus] 


''•;'"3.4'. ' :: : 


377 ' 


2707661 


gi|270766 1 |gb|AAB94699. 1 j (AF029934) IgM heavy , 
chain VD J region [Oryctolagus curiiculus] V / .: 


4.7 


379 




gi|75 168 19|pir||C725 80 hypothetical protein APE 1923 - 
Aerbpyrum perhix (strain Kl) dbj|BAA80928;i| : ; > 
(AP000062) 105aa long hypothetical protein 
r Apron vrnrri inernixl v ^ r 


6.80E+00 


380 . 


3859670 


gi(3859670|emb|GAA22008. 1| (AL033502) hypothetical 
membrane protein [Candida albicans] 


9.90E+00 


• 382 


14784562 


mi I47K4S62lreflXP 040415 11 mutL (E coli) homoloe 3 
[Homo sapiens] gb|AAF23905.1| (AF 195658) DNA , : 
mismatch repair protein [Homo sapiens] 


2E-25 : . 


/: 383* 


14194519 


gi|14194519|sp|Q9K920|CMGB_BACHD COMG 
OPERON PROTEIN 2 HOMOLOG dbj|BAB0655p. l| 
(AP001516) DNA transport machinery [Bacillus ; 
halodurans] 


2.7 


386 % 


7509624 


gi|7509624|pir||T26676 hypothetical protein Y38FI A. 1 - 
Caenorhabditis elegans emb|CAA2 1 628.11 (AL032639) 
predicted using Geneflnder-cDNA EST 
EMBL:AW057282 comes from this gene ; ■ ■ ( ; * v 
[Caenorhabditis elegans] ■ 


^P. 9.4 ; 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQ ID 
NO 


ACCESS 

,'v-N • 


, -: ; '-' ! '- DESCRIPTION : v ' T^' 


P VALUE 


388 ' 


7508443 


gi|7508443|pir||T2528 1 hypothetical protein T25E 12.11 
Caenorhabditis elegans emb|CAB04829.1| (Z82052) 
contains similarity to Pfam domain: PF0 1 827 (Domain 
of unknown function), Score= 130.6, E-value=4.6e-36, 
N=l [Caenorhabditis elegans] A ; 


%'P ,-3, 4' 


389 


7295832 


gi|7295832|gb|AAF5 1 133. 1| (AE003580) CG3347 gene 
product [Drosophila melanogaster] 


-.0.032 \. 


"• 390 : 


7510359 


gi|7510359|pir||T27283 hypothetical protein Y64G10AT 
-Caenorhabditis elegans 'v : 7 




. 395 


6679381 


gi|667938 l|re<lNP_032903. 1| plasminogen [Mus 
musculus] sp|P209 1 8|PLMN MOUSE 
PLASMINOGEN PRECURSOR [CONTAINS: 
ANGIOSTATIN] pir||PLMS plasmin (EG 3.4.2 1.7) 
precursor - mouse gb|AAA50168.1| (J04766) 
plasminogen [Mus musculus] 


'-" : -V : 2.2.- : '.vv = v. 


' 396 


8479518 


gi|84795 1 8|sp|Q89853|VGP_EBORS STRUCTURAL 
GLYCOPROTEIN PRECURSOR (VIRION SPIKE 
GLYCOPROTEIN) [CONTAINS: GP1; GP2] 
gb|AAC54889: 1| (U23416) virion spike glycoprotein 
[Ebola virus] gb| AAC54891.1| (U23417) virion spike 
glycoprotein [Ebola virus] 


■ ■0;-A:':- >V;":''':..:'"-.';.: 


403 


14133247 


gi|14)33247|dbj|BAA86564.2| (AB033076) KIAA1250 
protein [Homo sapiens] f 


6E-19 


412 


3293234 


gi|3293234|gb|AAC25913.1| (U96413) T-DNA 
oncoprotein [Agrobacterium tumefaciens] 


\yp' : 9. u;vr ! v - 


415 


7023033 


gi|7023033|dbj|BAA91809. 1| (AK001649) unnamed • 
protein product [Homo sapiens] • . 


9E-85 


416 ' 


12514130 


gi|125 14130|gb|AAG55434.1|AE005285_l (AE005285) 
putative oxidoreductase [Escherichia coli 0157:H7 
EDL933] dbj|BAB34455.1| (AP002554) putative ' 
oxidoreductase [Escherichia coli 0157:H7] 


' 9.40E-01 


418 


4514359 


gi|45 14359|dbj|BAA75394.1| (AB013377) ComGB 
[Bacillus halodurans] ,Vw 


■ ; v 2.6 - '[■■}->■ 


"419 ' 


7510324 


gi'|751()324|pir||T27250 hypothetical protein Y5F2A.3 - 
Caenorhabditis elegans emb|CAA2 1648 1| (AL032641) 
Y5F2A.3 [Caenorhabditis elegans] 


; ' 1.6. : 
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: ; ' Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 

NO - 


ACCESS 


DESCRIPTION 


P VALUE 


■^Vi^'V; 
• 421 


^■■>' : : : 'f:>i:. 
6981358 


gi|698 1358|ref|N P_037 137. 1 1 phosphoinositide 3-kinase 
p85 (other splicing variants: p55 and p50) [Rattus 

n^nmrti^url cnlf^A 1 78 5 A DAT - 

norvegicusj spjv^pj /o /|r^ojA ka i 7 
PHOSPHATIDYLINOSITOL 3-KINASE ; ^ : 

j> pOT TT ATOR V AT PHA <U TRT TNTT fPTC-KTTsJ A <JF 

P85-ALPHA SUBUNIT) (PTDINS-3-KINASE P85- 
ALPHA) (PI3K) dbilBAA 18932 1IYD64045) 
phosphatidylinositol 3 -kinase p85 alpha subunit [Rattus 
riorvegicus] :■'-'• :/:';•"" '•"'.:'>"••;•/ ^ • »- \ : :. 


;2.4 ; 


: ;: .423 


6576738 


gi|65767.38|(lbj|BAA88337.l| (AB005891) ORF2 ; :;>' 
[Platemys spixii] ; v ' 


^ 314 


424 


6739553 


gi|673 955 3|gb|AAF27299 . I| (AF 146429) DeltaC [Danio 
rerioj :: -Xt V. •' ..'V/'V; /." 


3:9 ■ : . 


425 


13816283 


gi| 1 3 8 r6283|gb|AAK43020. 1 1 (AE006883) Sulfate 
adenylyltransferase (sat) [Sulfolobus solfataricus] 


^•'^1.6-;-->;--". 


428 


1 1034774 


gi| 1 1034774|gb|AAG2707 1 . 1 |AF105225_7 (AF030414) 
NifQ [Gluconacetobacter diazotrophicus] 


• : ;-'' :v :"3.6 : V ' : 


433' 


13364676 


gi| 13364676jdbj|BAB38622: 1| (AP002568) hypothetical 
protein [Escherichia coli 01 57:H7] 


\:5.8^'^^ 


434 


12845784 


gi|12845784|dbj|BAB26898.1J (AKO 103 80) putative 
[Mtis musculus] ; ■ -.' 


; : ' 0 075 : 


435' 


:;' : K "-?vv; >: 

12513917 


giji2513?17|gb|A^ 

Z l 12 1 gene product [Escherichia coli 0157.H7 

• v Z 1560 gene product [Escherichia coli 0157.H7 

• EDL933] dbj|BAB34723 1| (AP002554) putative 

membrane protein [Escherichia coli 0157 :H7] 




436 


7661654 


gi|766 1 654|ref]NP - 056444.1 1 DKFZP566 J 1 53 protein 
' [Homo sapiens] emb|CAB43677.1| (AL050369) 
hypothetical protein | Homo sapiens] 


0.42 


, 437 


1150678 


gi|l 150678jemb|CAA50971.1| (X72086) ORF20R; 
: ' B21R in citation [3] [Variola virus] 


";. 5.10E+00; ; 


438 . 


8928456 


; ;gi|8928456|sp|05 1 039|Y006_BORBU ] / ■ 
HYPOTHETICAL PROTEIN BB0006 pir||F70100 
conserved hypothetical integral membrane protein 
. BB0006 r Lyme disease spirochete gb| AAC66397 . 1 1 
(AE0011 15) conserved hypothetical integral membrane 
v protein [Borrelia burgdorferi] : 


•■V. \ .- r 4.2'.- : 


' : 440 • ' 


■7297273 


:;. gi|7297273|gb|AAF52536. 1| (AE003618) Myo28Bl 
gene product [Drosophila melanogaster] So 


:.'vv;i : ' : .3.3 l-v:-!;^' 
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Table 3B . Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQ ID 
NO 


ACCESS 


/ DESCRIPTION ; - : .V," '■ 


• P VALUE 


>- ;v 

'448: 


7495690 


gi|7495690|pir||T 19090 hypothetical protein C08F1 1.3 - 
Caenorhabditis elegans emb|CAB05 674. lj (Z83216) , 
C08F1 1- 3 [Caenorhabditis elegans] '% 


4.9 


449 


10438579 


gi|10438579|dbj|BABl5281.1| (AK.025916) unnamed 
protein product [Homo sapiens] 


: . 3.7 


451 


1 12200 


gi|l 12200|pir||A32868 prolactin receptor - rat 
(fragments) 


. 8.6 


452 


114987 


gi|l 14987|sp|P17885|BIMA_EMENI BIMA PROTEIN 
pirj|A53256 nuclear protein bimA - Emericella nidulans 
emb|CAA4 1959. 1| (X59269) bimA lEmericella 
nidulans J 


' 6.60E+00/ .. 


•457 • 


4885039 


gi|4885039|gb|AAD31932.1|U00058_6 (U00058) ; ' 
contains similarity to DNAJ domains (Pfam: PF00226, 
Score=44.9, E=l 8e-09, N=l) [Caenorhabditis elegans] 


43 ' 


459 


4505121 


gi|4505121|ref]NP_003916.1| methyl-CpG binding 
domain protein 4; 3,N(4)-ethenocytosine glycosylase; 
G/T mismatch glycosylase; G/U mismatch glycosylase; 

fr/S-flnnrniiraril mismatch Oflvrnsvla^p witti hinnasir 

kinetics [Homo sapiens] gb|AAC68879. If (AF072250) ,; 
methyl-CpG binding protein MBD4 [Homo sapiens] 
gb|AAD22193.1|AFl 14784£ 1(AF1 14784) methyl-CpG 
binding endoriiiclease [Homo sapiens] gbjAAD50374 1| 
( AF 1 20999) methy I-CpG binding protein 4 [Homo 
sapiens] >; • . < ' • • ". • 


: • 2.1 '-,--V;[ 


•463 


12644455 


; gi|12644455|sp|Q60751|IGlR„MOUSE INSULIN- 
LIKE GROWTH FACTOR I RECEPTOR ;• 
PRECURSOR gb|AAC 1 2782 1 1 (AF056187) insulih- 
■ like; growth factor I receptor; IGF-I receptor [Mus 

" musculus | ■ • - : " •//'•*; "'V 


'•v;,^v : 3.1 Vy -. ; '/ : ':' 


465 


11465398 


mil l465398lreflNP 045211 "11 unknown' N-acetvl- 

m u x. JL iv J -mJ J \j 1 L will ^ J. - v/ r^y a~ a i , i ltvi iv v » xx 7 j. ,^ Mvvt t 

glutamatc-gamma-semialdehyde dehydrogenase : 
[Cyanidium caldarium] spiQ9TLQ8|HIS5_CYACA : 
AM1DOTRANSFERASE HISH 
gb|AAF 1 2883 . 1|AF022 186_5 (AF022 186) unknown; N- 
acetyl glutamate-gamma-semialdehyde dehydrogenase 
| Cyanidium caldarium | 


■ 5 . 


~466 . : 


5761329 


gi|576 1 329|dbj|B AA83473 . 1 1 ( AB0048 1 9) cysteine . 
endopeptidase [Oryza sativa] • : 


: • ' 5.70E+00 :' ■ 





Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 

■ N:- : :. ; 


DESCRIPTION 


y' P VALUE 


468" : 


5306243 


gi|5306243|gb|AAD4 1 976. I|AC006438_8 (AC006438) 
hypothetical protein [Arabidopsis thaliana] 




?;.470 : - 


7304025 


gi|7304025|gb|AAF59067. 1| (AE003836) CG8639 gene 
- product [Drosophila melanogaster] ■ 


3.20E-01 


- 1; 

. 473 


7303724 


gi|7303724|gb|AAF58773. 1| (AE003829) lola gene 
product [alt 2] [Drosophila melanogaster] . " 
gb|AAF$8774. 1| (AE00382?) lola gene product [alt 3] ! • 
[Drosophila melanogaster] gb|AAF58775.1| ; * : V ^ 
(AE003 829) lola gene product [alt 4] [Drosophila 
melanogaster] gb|AAF5 8776. 1| (AE003 829) lola gene 
product [alt 5] [Drosophila melanogaster] 


: -5.8 J 


476 


1098549 


gi| 1 098549|gbjAAA82594: 1 j (U25703) immunoglobulin 
light chain F class [Ictalurus punctatus] 




■ -477 vZ 


4262231 


gi|426223,l|gb|Aiy?14524 : 1| (AC006200) hypothetical : 
protein [Arabidopsis thaliana] ^ V 


[;\ v ;V: 3.V:.'V 


. 478 " 


5834894 


gi|5834894|reflNP_006964.1|ND5_10021 NADH 
dehydrogenase subunit 5 [Caenorhabditis elegans] 
sp|P24896|NU5M_CAEEL NADH-UBIQUINONE 
bXIDOREDUCTASE CHAIN 5 pir||S26037 NADH 
dehydrogenase (ubiquinone) (EC 1.6.5.3) chain 5 - V 
• : ; Caeno^ elegans mitochondrion ^ 
emb|CAA38162.1| (X54252) ND5 protein (AA 1 - 527) 
: [Caenorhabditis elegans] 




480 


14776608 


gi| 14776608|reflXP__033588. 1JBAI1 -associated protein 
yii* : 3 [Homo sapiens] •-' ; . ^ 


: • : 8.6 


482 


7448960 


gi|7448960|pir||D724 l7 conserved hypothetical protein - 

Thermotoga maritima (strain MSB8) : - v 
gbiAAD3521i;i|AE001697_l l (AE001697) conserved 
hypothetical protein [Thermotoga maritima] 


' 9.1 


484 . 


7497960 


gi|7497960|pir||T15840 hypothetical protein C54G7.3 - 
Caenorhabditis elegans gb|AAA8 1 392. 1| (U404I0) 
coded for by C. elegans ct)NA yk9el0.5; coded for by 
C elegans cDNA yk9el0 3; multiple regions of - 
similarity to EGF-like repeats and cysteine-rich repeats 
[Caenorhabditis elegans] < ••; ■:. 




487. 


14720884 


gi|14720884|reflXP_032 180.1| hypothetical protein 
J i v DKFZp434A 1 7 1 [Homo sapiens] r 




. 490 


3201900 


. : , gi|320 1900|gb|AAC 1 9365. l| (AF067420) SNC73 - 
•'; '* v v < protein [Homo sapiens] : ■ - - 


::--- :; '-^o^8.;' * - - 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 

; NO 


ACCESS 

N- • 


''V h>L?P r f>:: DESCRIPTION ':' : 


P VALUE 


' 493 


12018149 


gi| 120 18 149|gb|AAG4542 1 . 1|AF309495_1 (AF309495) 
gamete-specific hydroxyproline-rich glycoprotein a2 
[Chlamydomonas reinhardtiij 




,494 ; 


467634 


gi|467634|emb|CAA82856.1| (Z29969) HLY 4 
[Entamoeba histolytica] O;: ';' 




'498 


14726914 


gi| 147269 1 4|reflXP_03 7 1 05 .1| KIAA0622 protein; 
Drosophila 'multiple asters' (Mast)-likc homolog 1 f 
[Homo sapiens] ■■' ■ / :■: 


6.8 


' 499. . 


11692583 


gi|11692583|gb|AAG39888.1|AF282303_l (AF282303) 
. '■■ • odorant receptor M34 [Mus miisculus] 


9.5 : . 


' 502 : 


7303064 


gi|7303064|gb|AAF58132;i| (AE003810) CG12960 
gene product [Drosophila mclanogastcr] 


4.9. 


504 ; ' 


13701254 


gi| 1370 1254|dbj|BAB42549. 1] (AP003 133) 
ORFID:SA1289~hyppthetical protein, similar to 
bifunctiohal biotin ligase/biotin Operon repressor 
[Staphylococcus aureus subsp. aureus N3 15] . ^ 
dbj|BAB57618,l| (AP003362) hypothetical protein 
[Staphylococcus aureus subsp. aureus Mu50] 


'■ - 5-9 - -\r : 


' ■ !«;,.:. 
. 505 


137073 


gi| 1 37073|sp|P 1 7086|URE PPROMl UREASE ALPHA 
SUBUNIT (UREA AMIDOHYDROLASE) : 
pir||D43719 urease (EC 3.5. 1.5) 62K chain - Proteus 
mirabilis gb|AAA25669.1| (M31834) urease subunit C ; 
[Proteus mirabilis] 


v .: 85 


512 


14548038 


' : gi| 14548038|sp|Q9D952|EYPL_MOUSE 
ENVOPLAKIN (P210) (210 KDA CORNIFIED 
ENVELOPE PRECURSOR) emb|CAC38864.2| 

; . (AJ3093 1 7) envoplakin [Mus musculus] 


- . .4.2 '\-- -> ~- 


516 


140310.18 


gi[ 1 40310 1 8|gb| AAK50523 . 1 1 (AY029684) NADH 
dehydrogenase F [Stenotaphrum secuhdatum] 


•v ! .Vv 4.6 


518 


14600836 


gi|14600836|ref]NP_147359. 1| hypothetical protein v 
[Aerbpyrum pernix) pir||D72647 hypothetical protein >•■' 
APE0610 - Aeropyrum pernix (strain Kl) 
dbj|BAA79580. 1| (AP000060) 376aa long hypothetical 
protein [Aeropyrum pernix] 


2,8 ■>■' 
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; : Table 3B Nearest Neighbor (BlastX vs. Noh-Redundant Proteins) 


SEQ ID 
NO 


ACCESS 

- N 


DESCRIPTION 


P VALUE 


519 


4930062 


gi|4930062|pdb[lMAA|D Chain D, Mouse y ;/ 
Acetylcholinesterase Catalytic Domain, Glycosylated . 
Protein pdb| lMAA|A Chain A, Mouse : ^ 
Acetylcholinesterase Catalytic Domain, Glycosylated 
Protein pdb|lMAA|C Chain C, Mouse v 
Acetylcholinesterase Catalytic Domain, Glycosylated ' 
Protein pdb(IMAA[B Chain B, Mouse ; v 
Acetylcholinesterase Catalytic Domain, Glycosylated 
Protein '. :■ "£ ■ » •" .' V/.-.V- . : . : • • 




• 522 


9757603 


gi|?757603|dbj|BAB08 147 ? 1 1 (AB030877) maturase 
[Liliuhi mackliniae] 


0.62 T: i%- 


• 526 


7445887, 


gi|7445887|pir||T07052 probable potassium channel , 
protein SKT2 potato emb|CAA70870. 1| (Y09699) 
putative inward rectifying potassium channel [Solanum 
■'■y: : • V - tuberosum] " :: • 




' 528' 


2897832 


gi|2897832|dbjlBAA249 10.1 1 ( AB000 1 34) cytochrome 
oxidase subunit I [Prorocentrum micans] 


" : 9 8 ._ [{ - 


'537 


7446379 


gi|7446379|pir||T14039 protein kinase (EC 2.7.1.37), 
myotonic dystrophy-associated - rat gb|AAC02 941.1] 
(AF021935) mytonic dystrophy kinase-related Cdc42- 
binding kinase [Rattus norvegicus] ,••.Y-^ 




Vl;544 : V 


14779648 


gi| 14779648|reflXP J)27 140.1 1 hypothetical protein 
FLJ23239 [Homo sapiens] ' '\: 




546 


7292503 


gi|7292503|gb|AAF47906.1| (AE003481), CGI 5023 
gene product [Drosophila melahogaster] 


6 3 •' 


548 ' 


4758758 


gi|4758758|ref]NP_004529 i l|'nucleosome assembly ^ 
protein 1 -like 3 [Homo sapiens] v V 
spiQ99457|NPL3 HUMAN NUCLEOSOME ; 
ASSEMBLY PROTEIN 1 -LIKE 3 dbj|BAA08904. lj 
(D50370) nucleosome assembly protein [Homo sapiens] 


■ -I;:-' • 1.6 ; 


554 ' 


14530412 


gi| 145 304 1 2|emb|CAC4229 1 . 1 1 (Z69360) cDNA EST 
EMBL:U52071 comes from this gene [Caenorhabditis . 
elegans] v.".:'*' v. .--.v.'* • \ : 




\ 559 


'6680788 


gi|6680788|reflNP_03 1576. 1| : Bloom syndrome protein 
homolog (human) [Mus musculus] ; V . ; 
sp|O88700|BLM_MOUSE BLOOM S SYNDROME 
PROTEIN HOMOLOG emb|CAB10933:i| (Z98263) 
BLM protein [Mus musculus] 
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■ - Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 


ACCESS 

: " N ' 


• ; DESCRIPTION 


P VALUE 


560 £ 


3294495 


gi|3294495|gb|AAC25822:l| (AF038608) contains 
similarity to Mus museums tumor susceptibility protein 
TSG101 (GB.U52945) [Caenorhabditis elegans] ' 


; o.78; : k 


561 : 


6319273 


gi|6319273|reflNP_009356.1| pre-tRNA processing; 
Pralp [Saccharomyces cerevisiae] : \ 
sp|Q01329|PT A1_YEAST PTA1 PROTEIN \ 
pir||S3 1299 pre-tRNA processing protein PTA1 - yeast 
(Saccharomyces cerevisiae) gb|AAA349 19, 1| (M95673) 
ptal [Saccharomyces cerevisiae] gb|AAC04988.1| : 
(U 12980) Ptalp: Pre-tRNA processing involved protein 
[Saccharomyces cerevisiae] . I 


\ : 9:9 


JO/ . 


5817732 


gi|58 1 7732|gb| AAD52875 . 1 |AF 142703_J (AF 1 42703) 
rriaturase-like protein [Ophrestia radicosa] ! 




V569 


126296 


gij 1 26296|sp|P08548|LiN 1 JWCCO LINE- 1 ^ / 
REVERSE TRANSCRIPTASE HOMOLOG 
prf]| 1 207289B reverse transcriptase related protein 
[Nycticebus coucang] * 


: 0.00006002 


-Oil 


13816099 


"ii "V o i f r\c\c\\ i i a A t/~ a f\ o *i'c 11/1 r\r\ s~ ci t /"\ \ tt .1 , • 1 

gi| 13 8 16099|gb| AAK42875.1| (AE006§70) Hypothetical 
protein [Sulfolobus solfataricus] , ; 




574 


12513361 


gi| 1251336 l|gb|AAG54834.;i|AE005228_l (AE005228) 
putative glutaminase [Escherichia coli 0157:H7 
EDL933] dbj|BAB3396 1 1 j . (AP002552) putative :[ > 
glutanunase [bscnencnia coli OI57:H7J 


• - 3.3- . 


■ '575- • 


11350453 


gi|11350453|pir|jB82965 hypothetical protein PA5456 : 
[imported] - Pseudomohas aeruginosa (strain PAOl) 
gb| AAG08841 . 1 |AE00495 8_1 1 (AE004958) : 
hypothetical protein [Pseudomohas aeruginosa] 


^ 9 i :;- '•' 


- ;: 

.584" 


1174945 


gi| 1 1 74945|sp|P43 1 09| VEXB SALTI VI 
POLYSACCHARIDE EXPORT INNER- V 
MEMBRANE PROTEIN VEXB pir||G36892 Vi 
polysaccharide capsule transporter VexB -Salmonella 
typhi dbj|BAA03197 1| (D14156) Wzm protein ^ : 
[Salmonella typhi] ';• - : "..-J. <• J ; ; : • \ '■ V' ? 


• "'••/< • ' "•' ^ • 


586 


4566616 


^il/l ££££ 1 /Cl^-ikl A A r\T2/1 AO 1 1 A T71 1 1 <1 1- 1 / A 171 1 1 £.3. 1 V 

gi|43opo lo|gD|AAUz34Uo. l|Ar 1 1 JjJ 1_1 (Ar llij'ii) 
follicle-stimulating hormone receptor precursor . > 
[Coturnix coturnix] \ v i " ^ 


.2 • ?' 


589 ; 


14746756 


gi| 14746756[reflXP_039 1 02 . 1 1 similar to hypothetical 
- protein FLJ20378 (H. sapiens) [Homo sapiens] 





457 





.. Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 


DESCRIPTION 


; RVALUE 


590 


7429823 


gi|7429823|pir||D69991 conserved hypothetical protein 
yteU - Bacillus subtilis gb{AACQ0275.l\ (AF008220) 
: YteU I Bacillus subtilis] emb|CAB 14987. 1 1 (Z99 1 19) 
similar to hypothetical proteins from B: subtilis v 
[Bacillus subtilis) 


0.49 - 


,592:- 


11877309 


- gi| 1 1 8.773 09|emb|C AC 1 9023 . 1 1 (AJ278707) O RF 4 
a) [Neisseria meningitidis phage 2 120] ? 


■y^z 9.2 ; 


594 


14193715 


gi| 14 1937 15|gb|AAK56 1 02. 1|AF332074_1 (AF332074) 
..."o peroxisome proliferator-activated receptor binding 
protein [Mus musculus] 


adopoo2 


•595 


14625344 


: :gi|14625344|gb|AAK71419.1|U80842_9 (U80842) 
• r Hypothetical protein ZC239 19 [Caenorhabditis 
">:"/-• : -. elegans] ; :■' 1 


19 


596 


1 107614 


gi| U076 i4|emb|CAA62696. 1 1 (X91351) viral infectivity 
fabtor protein [Human immunodeficiency virus type 1] 


0.008 : 


599 


6324561 


gi|632456 1 iref)NP_0 14630. 1 1 required to degrade 
misfolded ER lumenal and integral membrane proteins; 
Hrdlp [Saccharomyces cerevisiae] pir||S66695 probable 
membrane protein YOLO 1 3c - yeast (Saccharomyces 
cerevisiae) emb|CAA9901 2A\ (Z74755) ORF YOLO 13c 
[Saccharomyces cerevisiae] ^ ^ : ... 


J 6.7 


600 


7494878 


g i|7494878|pir||T33047 hypothetical protein B0344 2 
Caenorhabditis elegans gb|AAC 16982. 1| (AF067209) ■ 
B0344;2 gene product [Caenorhabditis elegans] 


0.94 


6oi. ; 


11347199 


gi|l 1347 199|pir||C8 135 1 probable UDP-N-3 ^ - 
acetylmurimioylalanyl-D-g]utamyl-2/6^ianiinopimelate' 
-D-alanyl-D-alanine ligase (EC 6,3.2.15) Cj07?5c 
[imported] - Campylobacter jejuni (strain NCTC 11168) 
emb|CAB73060.1| (AL139076) putative UDP-N- \ ; * 
acetylmuramoylalanyl-D-glutamyl-2, 6-diaminopimelate- 
r ligase [Campylobacter jejuni] 


: ': : .0.55 v;-- ',' 


'604 


1293067 


gi| 1 293 067|gb| AAB060 14 . 1 1 (U50958) drosophila seven- 
in-absentia gene product homolog [Mus musculus] 





> 
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' ; Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SF.Q ID 

' VNG; ; 


ACCESS 

N • 


DESCRIPTION ftft.ft; ; ft' :; 'v-ftft : '' 


ft p VALUE 


ftsft'ftft> 

606 


5031975 


gi|503 1 975|re(lNP 005875. ljp2 1 -activated kinase 4; - 
protein kinase related to S. cerevisiae STE20, effector 
for Cdc42Hs [Homo sapiens | ref|XP_04l095.l| protein 
kinase related to S. cerevisiae STE20; effector for ■ . 
Cdc42Hs : [Homo sapiens] ref]XP_04l093 . 1 1 protein 
kinase related to S. cerevisiae STE20 ; effector for 
Cdc42Hs [Homo sapiens] sp|O96013|PAK4_HUMAN i 
SKRINK/THREONINE-PRO rFIN KINASE PAK 4 
(P21 -ACTIVATED KINASE 4) (PAK-4) : ft 
gb|AAD0 J 210. 1 1 (AF005046) serine/threonine kinase 
[Homo sapiens] emb|CAA09820. 1 1 (AJ0 1 1855) PAK4 
protein [Homo sapiens j ; ; : 


ftft-;.ft^ft"' v ft -ft'.'":' 
'rft'ftftlil' ftft-;:: ; 


608 


'9280285 


gi|9280285|dbj|BAB01686: 1| (AB046104) unnamed 
protein product [Macaca fascicularis] 


' v 8.7 


•ft 609 


5869819 


gi|58698 19|emb|CAB55576. 1| (AJ249395) NADH- . . 
ubiquinone oxidoreductase subunit 1 |Glob6dera 
pallida]' , [ :.w : : ; .'■ 


^ '-; .0.84": '.-v^ 


611 


:£).:;.•[ -ft' 
12045283 


gi| 1 2045283|ref]NP_073094. 1| conserved hypothetical 
protein [Mycoplasma gcnitalium] : s V , . 
sp|P47662|Y423iMVCGE HYPOTHETICAL 
PROTEIN MG423 pir||G64246 conserved hypothetical 
protein MG423 - Mycoplasma gcnitalium. : . 
gb|AAC7 1647.1| (U39724) conserved hypothetical 
protein [Mycoplasma gcnitalium | 


2.8 ; 


612 


11289932 


gi| 1 1 289932|pir||T50247 probable helicase [imported] - 
fission yeast (Schizosaccharomyces pombe) 
emb|CA B71840. ll (AL1 38666) putative helicase :, 
[Schizosaccharomyces pombe] 


;ftftftft45;ftft>;''' 


613:/ 


6119709 


gi|61 19709|emb|CAB59566.1| (AJ249986) C3G protein 
[Rattus norvegicus] 


ft' ;:: ! ftfti:6ftV-'ft-ft-. 


620 ' 


; 7144507 


gi|7144507|gb|AAA58585,2|(Ul 2823) hemolysin 
[Acanthamoeba polyphaga] 


8.1 


? 622 


15011757 


gijl 50 1 1757|gb|AAB04582.3| (U64603) Hypothetical 
protein C09B7.I [Caehbrhabditis elegans] . 




625 ft 


8923324 


gi|8923324|reflNP_060247. 1| hypothetical protein 
.. FLJ20345 [Homo sapiens] ref]XP_008 1 6 1 . 3 1 :;. 
hypothetical protein FLJ20345 [Homo sapiens] . 
dbj|BAA91105.1| (AK000352) unnamed protein product 
{jf: [Homo sapiens] ' . 


0.004 - ft,ft: 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQ ID 
NO 


ACCESS 
N 


■"< V ; ' ' DESCRIPTION ' ■ ■ I ' : . ■ ■ 


P VALUE 


626" 


6960319 


gi|69603 1 9|gb|AAD43326.2|AF 1 55 156 1 (AF155 156) 
adaptor-related protein complex AP-4 epsilon subunit 
.. [Homo sapiens] v*, : 


0.00008 


■ 628 


5739387 


gi|5739387|gb|AAD50450. 1JAF169388J (AF 169388) 
alpha 4 collagen IV [Mus musculus] ; . / - 


" •"•^5.5".-. ' 'K 


631 


3510234 


gi|3510234|gb|AAC33487.1| (AC005581) R31237J, 
partial CDS [Homo sapiens] \ : 


' % ■ '; 8.6 


632 


802150 


gi|802 1 50|gb|AAB32775. 1 1 (S75037) pancreatic :^ ;:7. ; 
peptidylglycine alpha-amidating monooxygenase, 
PAM=membrane-bound isoform {alternatively spliced, 
clone PAM-3, transmembrane domain (Ba region)} 
[human, islet cell tumor cell line QGP-1, Peptide Partial, 
971 aa] [Homo sapiens] t -:'. ' - V; S : ; ' ■ ■ 


IE-13 


636 


2105238 


gi|2105238|gb|AAB57954. 11 (U86905) similar to variola 
and vaccinia E9L [Molluscum contagiosum virus 
subtype.!] - v \ '. . '• y n \\ • - -.• ' " 




"641 


7576305 


gi|7576305|emb|CAB88003.1| (AJ277410) NADH . 
dehydrogenase subunit 1 [Taenia hydatigena] 




643 


12231395 


gi| 1223 1395|gb|AAG49078. 1 |AF2 1 6 12 1_1 (AF216121) 
phytdchrome B [Gyminda tonduzii] 




■ 647 . 


281178 


gi|28 1 178|pir||JQ 1580 major surface antigen - hepatitis 
B virus (subtype adw4qr, strains CNTS-38 and Fbu) : 
emb|CAA53344.1| (X75658) surface antigen [Hepatitis 
B virus] ••' . ""■'<■■■ '■■; V--^ '- : "^v 'y/ -- ;'=.■■ ;-" r 


.' : '';>^ 6.7 


• 652 


7503145 


oi!7S01 1 45lnirHT 16315 hvnothetical nfotein F4 1 C3 6 - 
Caenorhabditis elegans gb|AAC468 1 3 1 1 (112352 1) \ 
asked finisher to look for frameshift because of : V'; v 
discrepancy between prediction and EST CEESW76F; 
looks like there should be a splice from 2175 1 to 21706. 
But no problem was found in the area [Caenorhabditis 
elegans] . ". ; ' - v -- ' . 


6.9 


' : 653 '. . 


14773502 


gi| 14773502|ref|XP_p43252 : 1| PCAF associated factor 
65 alpha [Homo sapiens] gb|AAH08785 ? 1|AAH08785 
(BC008785) PCAF associated factor 65 alpha [Homo 
sapiens]' '■/; '• :■. • V- • . "-y" : -"• 


3H-10 . 


658 


14732840 


gi|14732840|reflXP_034ri0:i| hypothetical protein • :: 
XP_034 1 10 [Homo sapiens] 1 > :: '9? ■ > 


:-;V.^>',L8 


.659 


13442965 


^|1344296i5|gb|AAK26242^ 

putative chromatin remodeling factor [Mus musculus] 


; -V' i ,v : 4. 
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'■:•>:•: Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQ ID 
NO 


ACCESS 


• - • DESCRIPTION ■ ■■ ' y : • • 


P VALUE 


660 


4512671 


gi|45 1 267 1 |gb|AAD2 1 725. j | (AC00693 1 ) En/Spm-like 

transposon protein [Arabidopsis thaliana] - 

gb|AAD33868J|AF141375_r(AF14 

factor 1 [Arabidopsis thaliana] -\. 

gb|AAD33869 1 |AF 1 4 1376_l (API 4 13 76) protodennal 

factor 1 [Arabidopsis thaliana] . " ~ • • " ^ 


. 6.6 


663 


13385330 


, • gi|i3385330|refINP_080127;l| RIKEN cDNA , 
1700010114 gene [Mus musculus] dbj|B AB24262 . 1 j 
■ (AK005830) putative [Mus itiuscuius] - 


0.33 


665 


14325583 


gi| 14325583 |dbj|BAB60486. 1 1 (AP000996) unknown 
product (Thermoplasma volcanium] ; 


"5.4 • 


666 


14779941 


gi| 1 477994 1 |ref]XP J)07847 . 3 1 hypothetical protein from 
clone 24796 [Homo sapiens] 'v^'v" - •• i " 


• 0.00000002 :x : 


.-670 


14330407 


• gi|14330407|emb|CAC41079.1| (AJ308518) P2X5 V 
' receptor [Gallus gallus] ^ : : 


- ^.3.3: :y :- : '- 


672 


13991595 


gi|13991595|gb|AAK51427 : l| (AF355796) BRCA1 
;;V [Echymipera kalubu] 


6.9 


681 


14728540 


gi| 1 4728540|ref|XP_04826 1- 1 1 similar to ring .finger 
protein 23; RJNG-B box-coiled coil-B30.2 (M/ > 
musculus) [Homo sapiens] : • 


0.026 


683 • 


14740222 


gi|14740222|ref|XP_0499 1 8; 1| similar to hypothetical . 
protein MGC 10940 (H. sapiens) [Homo sapiens] 


1F>86 


684' 


11359451 


gi|I 135945 l|pir||T5 1040 hypothetical protein v ; 
B15I20. 100 [imported] - Neurospora crassa 
emb|CAB97464. 1|^(AL389900) conserved hypothetical 
protein [Neurospora crassa] ■ > v /^^^ ; ; ; ^ 


''' '''\ ' : y-92'' : \'/ ' : 


; 685 ; 


14735526 


gi|14735526|ref|XP_00 1804.41 guanylate binding protein 
2, interferon-inducible [Homo sapiens] 


' 2.3 '•' ■■ 


. 687 


75V0353 


gi|75 10353|pir||T27275 hypothetical protein Y63D3A.9 - 
Caenorhabditis elegans emb|CAA2171 l.lj (AL032652) 
contains similarity to Pfam domain: PF00646 (F-box 
domain.), Score-43 2, E-value= 1.9e-09,'N== 1 ; • • 
[Caenorhabditis elegans] S • * • . 


6.8 


697 


14773502 


gi| 14773502|ref|XP_043252. 1| PCAF associated factor 
65 alpha [Homo sapiens] gb|AAH08785. 1|AAH08785 
(BC008785) PCAF associated factor 65 alpha [Homo 
sapiens] •'- ■" >" : - r- : ■"■'/.'•■. ' : yP' 


3E-10 


700 


7498998 


gi|7498998|pir||T16057 hypothetical protein F13D1 1 2 - 
Caenorhabditis elegans /" ^ - ; • : : 


0.27 - 
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: Tabic 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQ ID 

NO 7: 


ACCESS 

' ' N . 


DESCRIPTION : "; v'£ " U W, 


=' p value 


703 ; 


4493893 


gi|4493893|cmb|CAB39002. 1| (AL034558) predicted 
using hexExon; MAL3P2. 15 (PFC0230c), Hypothetical 
protein len: 3979 aa [Plasmodium falciparum] - - 


9.2 ' ' 


' V-706 I 


7243081 


gi|7243081|dbj|BAA92588.I| (AB037771) KIAA1350 
protein | Homo sapiensj 


V; 1H-79 


707 


,7496384 


gi|7496384|pir||T33266 hypothetical protein C24B9. 10 - 
Caenorhabditis elegans gb|AAC 19256: 1| (AF068709): 
Hypothetical protein C24B9. 10 [Caenorhabditis', 

■':*:*-:}■ : ; elegans] 


'■■ 5.4 ; 


708 . 


7492007 


gi|7492007|pir||T41680 hypothetical protein 
SPCP1E1 1.01c - fission yeast (Schizpsaccharomyces 
pombc) emb|CAB54860. 1 1 (AL 1 17183) hypothetical 
protein [Schizosaccharomyces pombc] i ■ . 




709 


14758507 


gi|14758507|reflXP_044768. 1| similar to death receptor 
6 (H. sapiens) [Homo sapiens] - • 


0:031 ^ 


710. 


6513925 


gi|65lfe 

unknown protein [Arabidopsis thaliana] 




713 i: 


6434714 


gi|6434714|emb|CAB6l i6i;i| (AL132973) putative 
membrane protein. [Streptomyces eoelicolor A3 (2)] ' 




. • 714 


.8810476 


gi|88 1 0476|gb|AAF80 1 37. 1 |AC024 174^1 9, (AC024 174) 
Contains similarity to a hypothetical protein F24K9. 13 
gi|6006885 from Arabidopsis thaliana gb|AC008 153 
and contains multiple PPR PF|0 1535 repeats 


- : 0,22 - 


' 719 


: '9626839 


L gi|9626839|ref]NP_04 1109, i | ORF 1 8 [ictalurid 
-herpesvirus 1] sp|Q00120|VG18JiSVIl :/ ■ 
WPOTHETICAL GENE 18 PROTEIN pir||A36788 
hypothetical protein ORF 18 - ictalurid herpesvirus 1 
(strain auburn 1 ) gb|AAA88 1 2 1.1 1 (M75 1 36) QRF 1 8 - 
r ; ; [ictalurid herpesvirus 1] 




723 


15004903 


gi|15004903|gb|AAK77203.1|AC006622_3 
(AC006622) Hypothetical protein C5 2D 10. 12 ; ; r : 
[Caenorhabditis elegans] ; 




724 


6677663 


gi|6677663|ref|NP._ 033047. 1 1 retinoic acid induced 1 :-,X 
[Mus musculus] pir||T30250 GT1 protein - mouse . 
dbj|BAA06184. 1] (D2980 1) Unknown [Mus musculus] 
prf||2 12339 1 A GT1 gene [Mus musculus] - ; 


\:\- 0.12 
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. Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 

: ' :> 'N0": : 


ACCESS 

N ; 


H$-*7: DESCRIPTION 


P VALUE 


729 


2343183 


gi|2343183|gb|AAB67715,l| (AFO 13243) zinc finger; 
transcription factor f Lytechinus variegatus] 


0.021 


730 


7465334 


; gi|7465334|pir||B7 1 980 proline dehydrogenase (EC .' 
1 : 5 , 99 8 ) / 1 -py rroline-5 -carboxy late dehydrogenase 
: (EC 1.5. 1 .12) putA [similarity] - Helicobacter pylori 

: ^:(str^^ ■:■ ;/:;/: 

; Proline/pyrroline-5-carboxylate dehydrogenase 
[Helicobacter pylori J99] \ 


4,9 y. 


• 733 . 


9631436 


gl|Voi 14jo|reijiNr__U4(S/p /> 1| UKr MoVzlo oLAj gene 
family protein [Melanoplus sanguinijpes 
eniuni.upuA.vii ui>j pu|| izoj / / \jjxt ivio vzio ov>\j gene 
family protein - Melanoplus sanguinipes 
entomonoxvirus eblAAC97749 11 (AF063866VORF 
MSV216 SCG gene family protein [Melanoplus 
sanguinipes entombpoxvirus] .-• v./. 


j . 
0.52 


734 


13813168 


gi| 138 13 168|gb|AAK40402. 1 1 (AE006645) Hypothetical 
protein [Sulfolbbus solfataricus] 


•'//*• >H '2.7 C'V-v';.'' 


'736 


14776978 


gi| 14776978|ref|XP_033086. 1| hypothetical protein . V 
XP_033086 [Homo sapiens| ' % .>•■■'. 


.^'^::.:.:5.4 : ^;-. :i ' 




7294863 


gi|7294863|gb|AAF50194. lj (AE003550) CG67 1 8 gene 
product [Drosophila melanogaster] , 


• " lV; " ""' 


:745- 


7465334 


gi|7465334|pir||B7 1980 proline dehydrogenase (EC 
1.5.99 8)7 l-pyrroline-5-carboxylate dehydrogenase ; .' 
(EC 1 5. 1 . 1 2) putA [similarity] - Helicobacter pylori 
(strain J99) gb|AAD05632. 1| (AE00 1444) : • . ;V-.v 

Prrilinp/nvH^nlinp-S^arhnxvl^tfi ffphvHrn<yf*na ,! sf* 

[Helicobacter pylori J99] 


3.9/ 


750 


5759216 


gi|57592 1 6|gb|AAD5 1030T|AF1 72399_1 (AF 1 72399) 
p75 neurotrophin receptor a- 1 [Xenopus laevis] 
gb|AAD5 103 1 1|AF 172400_1 (AF 172400) p75 
neurotrophin receptor a-2 [Xenopus laevis] : 


' 3.9 


.751 ; ';' 


6518511 


gi|65 1851 l|dbj|BAA87907. 1| (AB02 1222) ketosynthase 
[Strcptomyces rochci] . , 




.754 


6679777 


gi|6679777|reflNP_032029: 1 j fibroblast growth factor '■ 
15 [Mus musculusj sp|035622|FGFF_MOUSE ':• V^ ; ;'.. 
FIBROBLAST GROWTH FACTOR- 15 
PRECURSOR (FGF-15) gb|AAB63 197. 1| (AF007268) 
fibroblast growth factor [Mus musculusj 
dbj|BAB3096 1 . 1 1 (AK0 17829) putative [Mus musculus] 







; Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) : 


SEQID 


ACCESS 

' I N 


: >v^£',' DESCRIPTION 


P VALUE 


755 • 


7498881 


gi|749888ljpir||T20748 hypothetical protein Fl 1A5.2 - 
Caenorhabditis elcgans cmb|CAB07355. 1| (Z92830) : 
contains similarity to Pfam domain: PF0 1604 (7TM 
chcmorcceptor), Score=428.7, E-value=l 7e-125, N~ l 
f Caenorhabditis elcgans] ; ; : ' 


6.4 


756 


-x; ■ 

1378135 


gi|l 378 135|gb|AAB02606. 1| (U5 8466) putative : 
fibroblast growth factor receptor 1 -like protein; one of 
three possible open reading frames in the sequence 
[Rattiis norvegicus] 


p.'y^sr l: :pP 


758 


7444901 


gi|744490 1 |pir||B7 1630 hypothetical protein RP7Q2 - : 
Rickettsia prowazekii emb|CAA15138.1| (AJ235273) 
unknown [Rickettsia prowazekii] ; v \ 




; 759 % 


12854427 


gi|12854427|dbj|BAB30025.1| (AK0 15 906) putative 
[Mus musculus] ; ; 


-■V.-'-:" 6.6 


763 


4185892 


gi|4I85892|emb|CAA2 1831.11 (AL033125) 1- r - 
evidence=predicted by content— 1- 
method-genefinder;084~ I -evidence_end~2- 
cvidencc=predicted by match~2- . 
match_acccssion-SWISS-PROT:P38205~2- . 
inatch_dcscription-HYPOTHETICAL 77.9 KD 
PROTEIN IN RRN10-MCM2 INTERGENIC ' 
REGION ~2-match^species=SACCHA> 


; 9.i ! 


/ 766 \_ 


14725855 


gi|14725855|re£lXP .038865.'i| similar to hypodrctical 
. protein PR02822 (H. sapiens) [Homo sapiens] 


9.2 


770 . 


7582302. 


gi|7582302|gb|AAF6427 1 . 1 |AF2()8857_1 (AF208857) 
BMrO 15 [Homo sapiens] 


8E-13 


772 


6594283 


gi|6594283|dbj|BAA884 19, I| (ABO 166 1 5) hydrophobic 
transmembrane protein [Staphylococcus aureus] 


1.7 >--*S*-, 


783 


12597803 


gi|12597803|gb|AAG60115.1|AC073178 .26 
(AC073 178) hypothetical protein [Arabidopsis thaliana] 


- 0.62 


784 


8777303 


: gi|8777303|dbj|BAA96893.1| (ABO 181 12) serine ■ : 
; ; : carboxypeptidase [Arabidopsis thaliana] 


■:>'.'"■ 1.2' Vvfi : 


785 : 


10045258 


gi|10045258|emb|CAC0793().l| (AJ228487) cytochrome 
c oxidase subunit 3 [Acanthogammarus godlewskii] 


■ i.5 


786 


: 1794167 


•; : - :. gij 1 794 1 67|dbj|BAA 1 1217. 1| (D78 137) unnamed 
protein product [Vibrio parahemolyticus] 


,9.7 , 


P- 790': | 


12835698 


gi| 1 2835698|dbj|BAB23329 ; 1 1 (AK004489) putative 
[Mus musculusl V''"'.'-" : ' ? '-'-'--;Vt f P i P : '^' :: '^r\' ■ 


XXpiX::XX 





"-■/■ : • Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) ' • ^ 


SEQID 
NO 


ACCESS 

n "k: 


description 


: P VALUE / 


791 


131761 


gi|131761|sp|Pl 1636|QAY_NEUCR QUI NATE IJ-t: 
PERMEASE (QUINATE TRANSPORTER) 
pir||G3 1277 quinate transport protein - Neurospora 
crassa (tentative sequence) emb|CAA32752. 1| (XI 4603) 
quinate transporter [Neurospora crassaj - ; 


1.7 


794 ; 


11640576 


gi|l 1640576|gb|AAG39285. 1|AF1 13214_1 (AF 113214) 
MSTP034 [Homo sapiens] ' ; 


-6.3: ;>-;' ': ' 


'797 y; 


5306243 


gi|5306243|gb|AAD4 1976. 1|AC006438_8 (AC006438) 
hypothetical protein [Arabidopsis thaliana] ; V 




798 


7511787 


gi|75 1 1787jpir||T29089 alpha-mannosidase (EC 3.2. 1 ■'.-), 
class 11 - fall armyworm gb|AAB62719. )| (AF005034) 
alpha-mannosidase II [Spodoptera frugiperda] V 




800 


3170793 


gi|3 1 70793|gb|AAC 18201 . 1| (AF062165) 
immunoglobulin heavy chain variable region [Homo 

sapiens].''. ";\^";;.^V- ; y V.-v - ; 


' ' 1 "•'=" ■• : ':' r 


802 


11466458 


mU 1466458lrefINP 038161 11 NADH dehydrogenase 
subunit 4L [Chrysbdidymus synurpideus] ; ; : v ^ 
gb|AAB95i05. i| (U54633) NADH dehydrogenase : 
subunit 4L [Chiysodidymus synuroideus] . • . • 
gb|AAF36927.1 (AF2227 1 ij (AF2227 1 8) NADH '": \ :{ 
dehydrogenase subunit 4L [Chrysodidymus — " 
synuroideus] '^ v \*;-:>/ '^' : >: ' : . 


4.2 : V^v' ; -V 


803 


14779941 


gi| 1477994 1 |ref|XPj: 007847. 3j hypothetical protein from 
clone 24796 [Homo sapiens] : 1'/. 


; ' 0.00000002 I. 


804 


13430868 


gi|13430868|ref]NP_077008 1| hypothetical protein 
MGC2615 [Homo sapiens] reflXPJ) 1 5759. I|. , : ; . 
hypothetical protein MGC26 15 [Homo sapiens] 
gb| AAH0 1656. 1 1 AAH0 1656 (BC00 1656) Unknown 
(protein for MGC : 26 1 5 ) [Homo sapiens] 


4E-2I 


808 


3293234 


gi|3293234|gb|AAC2591 3. 1| (U96413) T-DNA : 
oncoprotein [Agrobacterium tumefaciens] 


. 7.9 


810 


7299169 


gi|7299169|gb|AAF54367, l[ (AE003682) Fps85D gene 
; • product [alt 1 ] [Drosophila melanogaster] 


• 5 t 6 v;'/V. r 


814 


11361627 


gi|l 1361627|pir||H82736 hypothetical protein XF0992 

• [imported] - Xylella fastidiosa (strain 9a5c) : 
gb|AAF83802: i|AE003937> (AE003937) hypothetical 
• protein [Xylella fastidiosa 9a5c] £ - 


■ V. ' 0.43 


816 " 


10803160 


gi| 1 0803 160|emb|CAG 13088. if (AL445503) putative 
two component system response regulator [S treptomyces 
coelicolor]\ i v . • ' v . '■ 


: 6.4 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 
.N 


- DESCRIPTION ■ 


V P VALUE " " 


819 


2613090 


gi|261 3090|gb|AAB8427?. 1| (AF0303 1 7) OmpR 
[Proteus vulgaris] , 


kk y ;:-:\J\::-\:: : 


821 


'.'••^•■'•v". '7. 

2494232 


gi|2494232|sp|Q628 |4|F.2F5_RAT TRANSCRIPTION 
FACTOR E2F5 (E2F-5) gb|AAB00180. 1| (U31668) 
E2F-5 [Rattus norvegicus] r ■'. 




822 


14729752 


gij 1 4729752|reflXP_036388. 1 1 hypothetical protein 
MGC5297 [Homo sapiens] 


kk^k'^j'-kk 


825.' 


7024427. 


gii7024427|emb|CAA87594.2| (Z47547) , • 
Pwi-orf234. 1 ;Mpo--orf244;Angio-ortx~no ATG start 
codon [Chondrus crispus] 


''kk l k% k: : : \ 


833 


11691811 


• gi|l 169 18 1 l|emb|CACl 1 1 14.1| (AL12 1893) - 
bAl 89K2I .6 (Sefc23 (S. cerevisiae) homolog B) [Homo 
sapiens] ■ ;:v.'..>- ; : 3 >.f,:-v' -^r". 


5.6 ; 'k^ 


834 


117704 


gi|H7704|sp|Pl8246|CXAl. BOVIN GAP JUNCTION 
... ALPHA- 1 PROTEIN (CONNEXIN 43) (CX43) 
(VASCULAR SMOOTH MUSCLE CONNEXIN 43) 
• pir||A36623 gap junction protein Cx43 - bovine 
gb|AAA30459^ 1 1 (J05535) vascular smooth muscle 
connexin43 [Bostaurus] 


^■k:k::92k-/k 


835 


1170606 


gij 1 1 70606|sp|P43 1 88|KADC_MAIZE ADENYLATE 
KINASE, CHI -OROPLAST (ATP-AMP ?•> : 
TRANSPHOSPHORYLASF) pir||S45634 adenylate 
kinase (EC 2.7.4.3), chloroplasf - maize pdb|lZAK|A 
Chain A, Adenylate Kinase From Maize In Complex .. 
With The Inhibitor Pl,P5-Bis(Adcnosinc-5'- k > 
)pentaphosphate (Ap5a) pdb|lZAK|B Chain B, .« 
Adenylate Kinase From Maize In Complex With The 
Inhibitor P 1 ,P5-Bis(Adenosme-5'-)pentaphosphate ■ 
(Ap5a) : : 'yi '.. /: : X V k:\. ykk •:■ ;k;kk 


:■. kk'.:'k.:'-' : :'.i- '•>}: : \ ■ 
0.0000001 


'836 


7661750 


gi|7661750|ref]NP_054866.1| HSPC047 protein [Homo 
sapiens] gb|AAF290 19. 1|AF161532 1 (AF161532) .: 
HSPC047 [Homo sapiens] • ; ■ ' 


: 5E-28 k 


838 


13815530 


gi| 1381 5530|gb| AAK42398. 1 1 (AE006828) Transport . '/ 
protein, hypothetical [Sulfolobus solfataricus] : 


' ; 'k )k : ik- - k 


839 


14771844 


gi| 1 477 1 844|ref)XP_045585 . 1| hypothetical protein . 
FLU 1085 [Homo sapiens] emb|CAB91047.2| ' : ; , 
(AL109935) dJ1022P6.2 (KIAA1434) [Homo sapiens] 


0.089 


" 843 


4007786 


gi|4007786|cmb|CAA5 1374.11 (X72850) acetyl CoA 
acctyltransferase [Sphiiigomonas sp.j ..-"/" 


^kky^kk^--- 
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Tabic 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 


DESCRIPTION 


P VALUE 


847 


9968471 


gi|996847 1 |emb|C AC06698 . 1 1 ( AJ275 988) Kruppel like 
' factor [Mus musculus] ' 


' 6.2 ; 


848 


7499805 


gi|7499805|pir||T2 1337 hypothetical protein F25D7.1 - 
Caenorhabditis elegans emb|CAB01696.1| (Z78418) 
cDNA EST yk60g6.3 comes from this genc-cDNA EST 
- : yk60g6.5 comes from this gcnc~cDNA EST 
. yk 1 56b 1 0.3 comes from this gene-cDNA EST 
%f ykl56b 10:5 comes from this gene-cDNA EST <" 
yk399f2 : 3 comes from this gene-cDNA EST yk399f2 . 5 
comes from this gerie~cDN> , ••- v 


'7.1 


;849 


6581093 


|65 8 1 093 lgb| AAF 1 845 3 ; 1 |AF205599^l (AF205599). 
transposase-like protein [Mus muscuHls] 


4.4 


'■/'\. ' V ' '. :; 

. 853 


'' ; v;': ! '']■:*'■''::? 
13651256 


> gi| 1 365 1256|ref|XP_0 i 5436: 1 1 chloride channel 4 
* [Homo sapiens] ref)XP 045758. 1 | chloride channel 4 
s [Homo sapiens] ref)XP_045756. 1 1 chloride channel 4 , 
[Homo sapiens] reflXP 045757.11 chloride channel 4 
| Homo sapiens | dbj|BAA77327 . 1 1 (ABO 1 9432). chloride 
. ; channel protein 4 [Homo sapiens] : • >k',. 
\ gb|AAD5098 1 . 1 |AF 1 : 7Q492_1 (AF 170492) chloride 
channel CLC4 [Homo sapiens] 


2.3 '' 


854 


.336159 . 


gi|336 159|gb|AAA46774. 1| (M90520) polymerase 
protein | Woodchuck hepatitis B virus) : 




861; 


8979124 


; gi|8979l24^ CT65 1 
hypothetical protein [Chlamydophila pneumoniae J 138] 


. . 0.76 : 


863 


111 

. 4758712 


gi|475 87 1 2|reflNP_004659. 1| alpha-glucosidase; brush 
. - border hydrolase [Homo sapiens] 
: ; sp|043451|MGA_HUMAN MALTASE- 
GLUC O AM Y LAS E, INTESTINAL [INCLUDES: 
MALTASE (ALPHA-GLUCOSIDASE); ; 
GLUCO AMYLASE (GLUCAN 1,4-ALPHA- 
GLUCOSIDASE)] gb|AAC39568. 1| (AFO 16833) ' , 
T maltase-glucoamylase [Homo sapiens] 


' o.i - Vi 


864: 


13812050 


gi| 1 38 1 2050|ref|NP_ 1 1 3 1 84 . 1 1 hypothetical protein 
:p [Guillardia theta] gb|AAK39752. I|AF083031_109 
' (AF08303 1) hypothetical protein [Guillardia theta] 




867 


10726408 


gi|10726408|gb|AAE54394.2| (AE003683) CG9381 
gene product [Drosophila melanogastcr] . 


'■• • 5.5 V--;V' 





, ' ' Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQ ID 

'TVtVv'' 

JNU 


ACCESS 
N ' 


Py££ DESCRIPTION r-^v... v' 


P VALUE 


870 


7299899 


gi[7299899|gb|AAF55074.1| (AE003705) CG7987 gene 
product [alt I ] [Prpsophila melandgaster] ' 
gb|AAF55075.l| (AE003705) CG7987 gene product [alt 
2] [Drosophila melanogaster] ' .- 


Y 9.7 X; ' • / 


872 v 


6979325 


gi|6979325 |gb| AAF344 18 . 1 jAp 172282 7 (AF 172282) . 
putative phosphatidyluiositol 4-kinase [Oryza sativa] 


4.8 


' .. • : -*•• ," : '■:•»' . ■- 


13699930 


gi|13699930|dbj|BAB41229. 1| (AP003 129) conserved 
hypothetical protein [Staphylococcus aureus subsp. . 
aureus N315] dbj|BAB56l75.l| (AP003358) conserved 
hypothetical protein [Staphylococcus aureus subsp. : 
aureus Mu50] ^ l 


'3.7 ' 


V 877 


6841256 


gi|684 1 256|gb|AAF2898 1 . 1 |AF 1 6 1 42 r 1 (AF 1 6 142 1 ) 
HSPC303 [Homo Sapiens] . r 




879 -. 


•2459878 


gi|2459878|gb|AAC40459. 1| (AF005734) glycoprotein 
precursor [Marburg virus] 


:• 2.5 v • 


OOA 

880 


14759292 


gi| 14759292|reflXP_006700.2| checkpoint with forkhead 
and ring finger domains [Homo sapiens] 
gb|AAF9 1 084 1 |AF 1 70724 1 (AF 1 70724) cell cycle 
checkpoint protein CHFR [Homo sapiens] 


: 0;000000002 


$886 


141164 


gij 141164|sp|P19297|YbRM - TTV 1 HYPOTHETICAL 
3 8.6 KD PROTEIN emb|CAA32993 . 1 1. (X 14855) URF 
(352 AA) [Thermoproteus tenax virus 1] : 




889 


1755061.' 


gi|1755061|gb|AAB5p394.1|(U62737)photosystemI 
subunit XI [Synechococcus sp. PCC 7942] 


%f ; :\ 3.6 


890 


7464739 


gi|746473 9|pir||G7 1 920 hypothetical protein jhp05 18 - 
Helicobacter pylori (strain J99) gb|AAD06099 . 1 1 . / 
(AE00 1485) putative [Helicobacter pylori J99] 


' ; 7.6 : V \<: ' 


891 


14141161 


gi| 141411 6 1 |ref|NP_004492.2| heterogeneous nuclear 
ribonucleoprotein U, isoform b; hnRNP U protein; 
scaffold attachment factor A; pl20 nuclear protein 
[Homo sapiens] gb|AAH03367. i|AAH03367 ; - 
(BC003 3 67) heterogeneous nuclear ribonucleoprotein U 
(scaffold attachment factor A) [Homo sapiens] • 
gb|AAH0362i:i|AAH03621 (BC003621) heterogeneous 
nuclear ribonucleoprotein U (scaffold attachment factor 
A) [Homo sapiens] : ^ ;. \ 


'■■] 6.9 : :r 


C 892 


7649887 


gij7649887jdbj|BAA94165. 1| (AP000422) tail fiber ; 
protein [Escherichia coli 0157:H7] 


0.63- : " 





; : Table 3B. Nearest Neighbor (BlastX vs Non-Redundant Proteins) 


SEQ ID 
NO 


ACCESS 

: " N i [:,:■ 


DESCRIPTION 


P VALUE 


901 


7496871 


gi|7496871|pir||T19650 hypothetical protein C32H11.7 - 
Caenorhabditis elegans emb|CAB05 14 i. 1| (Z82260) 
cDNA EST yk576f6.3 comes from this gene V; . 
[Caenorhabditis elegans] . 




905 


13400109 


% gi| 1 3400 109|gb|AAK2 1974. if (U7793 1) r^NA .: 
promoter binding protein [Rattus norvegicus] 


^ : 0.003 ; " r 


918 ; 


13235458 


gi|13235458|emb|CAC3375 1 1| (AJ293322) ProP2 
protein [Rickettsia typhi] '• 




: 919 


7292165 


gi|7292165|gb|AAF47577. I( (AE003472) CG12023 // 
gene product [Drosophila melanogaster] 


''0 0.25 


•'' •;; •: 

.920 


12831207 


gij 1283 1 207|ref]NP J)75 5 79 . 1 1 gamma-aminobutyric 
acid (GABA-A) receptor, subunit epsilon [Rattus 
norvegicus] gb| AAF703 83 .1 |AF 189262J (AF1 89262) 
GABA-A receptor epsilon-like subunit [Rattus 
norvegicus] ../ - ; 


■>V -4:5- . r ■ 


926 


.10765285 


gi| 10765285|gb|AAG22971 . 1 |AF 18343 H (AF 18343 1 ) 
inhibitor of apoptosis protein 2 [Rattus norvegicus] 




927 


2832268 


gi|2832268|gb|AAC 15477. 1| (AF043233) Caco-2 ; 
oligopeptide transporter [Homo sapiens] 




928 


6179898 


gi|6179898|gb|AAF05702T|AF19b 
Na+/K+/2C1- cotransporter [Callinectes sapidus] 


':'''::/ : \[6 i i'0 : 


931 


12644035 


gi|12644035|sp|Q9Z8Ml|IF2j:HLPN^i : - ; • ; ; 
TRANSLATION INITIATION FACTOR IF-2 
pir||E8 1576 translation initiation factor 2 CP0440 
[imported] - Chlamydophila pneumoniae (strain AR39) 
gb|AAF38279. 1| (AE002205) translation initiation 
factor 2 [Chlamydophila pneumoniae AR3 9] - / 
dbj|BAA98527:l| ( AP002546) initiation factor-2 J 
[Chlamydophila pneumoniae J 1 3 8] 


0.91 


932 


10956362 


gi|10956362|refINP_0528 1 1 . 1| pXO 1-1 15 [Bacillus : 
anthracis] pirj|C59105 hypothetical protein pXOl-i 15 - 
Bacillus anthracis virulence plasmid pXOl • ' 
gb|AAD324 1 9 J |AAD324 19 (AF065404) pXO 1- 1 15 } 
[Bacillus anthracis] gb|AAD41347.ljAF150965_l ; ^ 
(AF150965) resolvase X [Bacillus anthracis] 


. 1.9 


; 933 -i 


13814214 


gi|138 14214|gb|AAK4 1294. 1|;(A^ Conserved 
Hypothetical protein [Sulfolobus solfataricus] . ' 


: ' ;: H'. ;: 0^99^^ ; . 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) / 


SEQ ID 


ACCESS 

. ' N ■ 


; :: ";^— ; : \:' : DESCRIPTION 


P VALUE 


- 940"" 


6320195 


gij6320195|rellNP_010275.1| Ydl00?cp 
[Saccharomyces cerevisiae] pir||S525 10 probable 
membrane protein YDL009c - yeast (Saccharomyces 
cerevisiae) emb|CAA88350.1| (Z48432) unknown • 
[Saccharomyces cerevisiae] cmb|CAA98568.1| v 
(Z74059) ORF YDL009c [Saccharomyces cerevisiae] 


! ''-y.v-:;; ! -'i-':--*' 


• .942 : 


10181130 


gi|101 8 1 130|reflNP_065586.1| acid sphingomyelinase- 
like phosphodiesterase 3a [Mus miisculus] 
emb|CAA69329.1| (Y08135) acid sphingomyelinase-like 
phosphodiesterase [Mus musculus] 


6E-84 


'943 


13124718 


gi|l3124718|sp|P54358|DPOD DROME DNA 
POLYMERASE DELTA CATALYTIC SUBUNIT 7 
gb|AAF49555.1| (AE003529) DNApol-delta gene > 
product [Drosophila melanogaster] 


rv-v^ : 2:8/ : 'A;-* ;; :' 


946 v 


2258300 


:r gi|225830p|gb|AAB63269. 1 1 (AF00 1 783) AgrC 
[Staphylococcus aureus] 




947 


7460037 


gi|7460037|pir||'l 13431 hypothetical protein T17A13. 20 
• Arabidopsis thaliana emb|CAB7?678 . 1 1 (AL1 6 1 574) 
hypothetical protein [A rabidopsis thaliana] 


'" ; 3^4'\ ';:- 


948 


7494291 


gi|749429 1 |pir||E7 1 6 16 hypothetical protein PFB0365 w 
_ malaria parasite (Plasmodium falciparum) 
: gb|AAC7 1862.11 (AE001390) hypothetical protein ' 
[Plasmodium falciparum] • * 


1.9 


950. 


1707627 


gi|1707627|emb|CAA9638 1 . 1| (Z7 1701) cytochrome 
oxidase subunit III [Euhadra herklotsi] 


9.1 


952 


6739602 


• gi|6739602|gb|AAF27330: 1| (AF178534) talin [Homo 

' '-"'sapiens]- - • • ; 


1E-14 • : 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQ ID 
NO 


ACCESS 
• N 


/ ; ' : - ■ - : ; ; DESCRIPTION : ' : • " : 


P VALUE 


954 ■■; 


7498956 


gi|7498956|pirj|T20804 hypothetical protein F12F6 1 - 

: Gaehorhab^tis elegans emb|CAA9779 1. 1| (Z73425) ; 
cDNA EST yk3Qa8. 3 comes from this gene-cDNA EST 
ykl2dll.5 conies from this gene-cDNA EST yk30a8.5 

comes from this gene-cDNA EST yk 1 1 7g9.3 comes 
from this gene-cDNA EST ykl 13hl 1.5 comes from this 

iv gene^cDNA EST ykl 17g9.5 comes from this 
gene^cL/iN/v-r eniDj\^/v/\y / /yo. ij / jhjloj culsj\ xio x 
yk30a8 .3 comes from this gene-cDNA EST yk l 2d 11:5 
comes from this gene-cDNA EST yk30a8.5 comes from 
this gehe-cDNA EST ykl 17g9.3 comes from this 
; ; gene^cDNA EST ykl 13hl 1.5 comes from this 
v; genefcDNA EST ykl 17g9.5 comes from this 

;' : vV:' ' • ; gene~cDNA> ' V : . '■A'-y^-':. : :[y: 


; 6.6 


955 


9631417 


^i|963 14l7|reflNPJ348325. 1| ORF MSV254 leucine 
rich repeat gene family protein, similar to Amsacta 
moorei entomopoxvirus Q3 ORF SW:P28854 : ■ 
[Melanoplus sanguinipes entomopoxvirus] pir||T284 15 
ORF MSV254 leucine rich repeat gene family protein - 

/ r Melanoplus sanguinipes entomopoxvirus 
crhlAAr97730 11 fAF063866} ORF MSV254 leucine 
^ ' rich repeat gene family protein, similar to Amsacta / 
moorei entomoooxvirus 03 ORF SW P28854 
• ' [Melanoplus sanguinipes entomopoxvirus] 


.... ■ 2.i -'tx-:. 


956 


7160126 


gi|7 1 60 1 2'6|emb|C AB763 1 2. 1 1 (AL 1 58060) putative" 
membrane protein. [Streptomyces coelicolor A3 (2)] 


0.25 ' 


959 : 


1203965 


i g i| 1 203965|gb|AAA89 1 73 1| (L42379) bone-derived 
growth factor [Homo sapiens] 


1.4 ''V ; . - S. 


: ^960 


585147' 


gi|585147isp|P38094|FLUG_EM FLUG PROTEIN 
; • pir||A53)86 fluG protein -Emericella nidulans : : 
gb|AAC37414. 1| (1278 17) FluG [Emericella nidulans] 


i- 5 a: 


963 ; 


11352695 


gi| 1 1 3 52695|pir||D83270 transcription-repair coupling 

protein Mfd P A3 002 [imported] - Pseudomonas 
v„ u i - T >: aeruginosa (strain PAOl) -y -fy 

: : : J: ^b|AAG063 90T |AE004725 J (AE004725) : ; 
transcription-repair coupling protein Mfd [Pseudomonas 
''■■J' *\ T^x'^'-yJ^ aeruginosa] '. - -\ 


1.3 '(:■■,: : 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 

;-V N 


DESCRIPTION , 


P VALUE 


• 964 


119777 


,gi|119777|sp|P16291|FA9_SHEEP COAGULATION 
FACTOR IX (CHRISTMAS FACTOR) pir||I47078 
coagulation factor IXa (EC 3.4.21.22) - sheep ^ 
(fragment) gb|AAA3 1 520. 1 1 (M26233) factor IX [Ovis 
. vV/;'*' ' aries] :'• . 


' J 8.2 /'-' 


965 


7473507 


gi|7473507|pir||F75587 probable glycosyltransferase^ - 
Deinococcus radiodurans (strain R 1) • . 
gb|AAF1245 K 1|AE001863_76 (AE0O1863) j 
glycosyltransferase, putative [Deinococcus radiodurans] 


0-24 £xi% 


: 967 


2494130 


gi|2494130|gb|AAB80639. 1 1 (AC002376) Contains 
; ; similarity to Glycine SRC2 (gb|AB000 130). : ' V 
: ; [Arabidopsis thaliana] , ■'. 


<i:T^--.' i 5.?--.:^? 


972 . 


10728660 


gi| l()728660|gb|AAF52603.2| (AE003620) CG8683 
, gene product [Drosophila melanogasterj 


:-■ ■ 6F,-12 


980 


7500037 


gi|750()037|pir||T34063 chromosome segregation protein 
smel F28B3.7 | similarity | -Caenorhabditis elegans : 
gb| AAK21378. il (AF003 136) contains similarity to 
ATP synthase subunit B [Caenorhabditis elegans] 


0:68 v - : 


981 


7298917 


gi|72989.1 7|gb| AAF54 1 22 . 1 1 (AE003675) CG 10272 k . 
• gene product [Drosophila melanogaster] 


:'" 5.9 '0 : -r 


'983 


1 1701 15 


gi|l 1701 15|sp|P46430|GTTl_MANSE v ; . : ... 
GLUTATHIONE S-TRANSFERASE 1 (GST CLASS- 
THETA) gb|A AA92880. 1 1 (L3209 1 ) glutathione 
transferase [Manduca sexta] ' ; " ' \ J ; 


^■H '',7.1 :-Y:'v- : 


985 


10864490 


gi|I0864490!gb|AAG24203. 1| (AFOZ298 1) Hypothetical 
protein W03F9.6 [Caenorhabditis elegans] ' 




987. 


105400 


gi| l()5400|pir||A35648 B-cell adhesion protein CD22 
alpha splice form precursor - human emb|CAA36988.1| 
(X52785) CD22 antigen [Homo sapiens] prfI|1608208A 
B cell antigen DC22 [Homo sapiens] ■ 




989 ; 


14750376 


gij l4750376|ref|XP_0 12394.3| myosin IXA [Homo , 
sapiens] ;■■> '>''■:■.'■■ 


" v.7V:3,9v' V 


990 ' 


6324560 


gi|6324560|ref]NP_0 1 4629. 1 1 YolO 1 3vv-ap ; ' v v 
[Saccharomyces cerevisiae] pir||S78736 protein ; t .,C 
YOLO 1 3 w-a - yeast (Saccharomyces cerevisiae) delta 
remnant 'V'; : v ; y }~v'? 


9 3 


991 


7290503 


gi|7290503|gb|AAF45956. 1| (AE003431) CG3527 gene 
product (Drosophila melanogaster] : • 


7.6 '' V-P: 
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v Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 

NO ' 


ACCESS 


;:■":>,; r " description rM^-- {v;i --'-z 


RVALUE 


994 


9964623 


gi|9964623|reflNP_064753.1| RP DNA poj [Roseophage 
Sib 1] gb|AAG02598.l|AF 189021 _\1 (AF 189021) 
Roseophage SIO 1 complete genome 


-. 3.5 


996 


2769538 


gi|2769538|cmb|CAAl 1217.1| (AJ223279) voltage- 
sensitive sodium channel [Plutella xylostella] 


. 7:6 :■ 


998 ' 


; [■ . '- ;;'■„ 
9628506 


gi|9628506|rcflNPJ)43384. 1| regulatory protein E2 
[Human papillomavirus type 29| .. . , . ; ' -r ■ i 
sp|P50772|VE2_HPV29 REGULATORY PROTEIN 
E2 gb|AAA79432.1| (U31784) regulatory protein E2 , 
[Human papillomavirus type 29] 


6.2 


999 


6566147 


gi|6566147idbj|BAA04745.2|.(D21203) large Forked 
protein [Drosophila melanogaster] 


; / 0:085 ; : 


1002 


11346920 


gi| 1 1 346920|pir||H8 1 390 probable integral membrane : 
protein Cj0461c [imported] - Campylobacter jejuni : 
(strain NCTC 11 168).emb|CAB75099.1| (AX 139075) . 
putative integral membrane protein [Campylobacter 
jejuni] \ ; - ;■:■.[' " 


v;Yl.5 ' : \ - v '- 


■1005 


9294038 


gi|9294038|dbj|BAB0 1995. 1| (AB020746) 
gene_id:MOB24. 1 ^unknown protein [Arabidopsis . 
thaliana] ':'•■>'-.:''■ '■ ' : .V .V ;: ; )'"■--■■ 


9.8 


1006 


4505067 


gi|4505067|ref]NP_0()2349. 1 1 MAD2-like 1 ; mitotic =• 
arrest deficient, yeast, homobg-likc 1 [Homo sapiens] 
sp|Q 13257|MD2 INHUMAN MITOTIC SPINDLE 
ASSEMBLY CHECKPOINT PROTEIN MAD2A 
(MAD2-LIKE 1) (HSMAD2) pir||G0 1 942 mitotic 
feedback control protein Madp2 homolog - human 
g'b|AAC52060. l| (U31278) nutotic feedback control 
protein Madp2 homolog [Homo sapiens] : 
gb|AAC5078 1 . 1| (U65410) Mad2 [Homo sapiens] 
emb|CAA03943.1| (AJ000 1 86) MAD2 [Homo sapiens] 
gb|AAH00356.1|AAH00356 (BC000356) MAD2 . .. : • 
(mitotic arrest deficient, yeast, homolog)-like 1 [Homo 
sapiens] gb|AAH05945 . 1|AAH05945 (BC005945) 
MAD2 (mitotic arrest deficient, yeast, homolog)-likc 1 
[Homo sapiens | gb|AAK3 8I74.1| (AF202273) MAD2- 
like protein 1 [Homo sapiens] 


' 0.000005 ' 





> r ; ; ' table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 

•a N : 




P VALUE 


1010 


13994140 


gi|l3994140|reflNP_038928.1| antigen p97 (melanoma 
associated) identified by monoclonal antibodies 133.2 
and 96.5 [Mus musculus] dbj|BAA86655.1| • 
(AB024336) mcmbrane-bound transfcrrin-like protein 
p97 [Mus musculus] dbj|BAB4 1 1 39. 1| (AB047799) 
membrane-bound transferrin-like protein [Mus 
musculus) • * ' ; ' : v-'"'-v ' ■ 


• 4 .1 


1011 


11465559 


gi| 1 i465559|reflNP_045049. ij unknown [Cyanidium 
caldariumj gb|AAF 12997: 1|AF022 186_ 169 
(AF022 1 86) unknown [Cyanidium caldarium] 


. 1.8 


1012 


13421288 


gi| 13421 288|gb|AAK22 158. 1| (AE00569 1) TonB- 
dependent receptor [Caulobacter crescentus] 


; : - l ;o.65 


' 

1013 


6978481 


gi|6978481 |ref|NP_036905. 1 1 a-kinase anchoring protein 
[Rattns norvegicus| sp|Q62924|AKl 1_RAT A KINASE 
ANCHOR PROTEIN 1 1 (PROTEIN KINASE A 
ANCHORING PROTEIN 11) (PRKA1 1) (A KINASE 
ANCHOR PROTEIN 220 KDA) (AKAP 220) 
pir||T42732 A-kinase anchoring protein AKAP 220 - rat 
gb|AAB06559,l|'(U48288) AKAP 220 [Rattus ' } I:' 
norvcgicus] :'?f :••> : . 


'y? : ":" V: - >3 : "" 


1015 


7498137 


gi|7498137|pirj|T3 1694 hypothetical protein D 1065. 2 - 
Cacnorhabditis elegans 


7.4 


1017 


9944230 


gi|9944230|cmb|CAC05416. 1| (AJ400866) membrane 
tyrosine phosphatase [Bos indicus] 




1023 


14520862 


gij 14520862|ref]NP_126337. 1| hypothetical protein . . 
[Pyrococcus abyssi] pir||G75106 hypothetical protein 
P AB0444 - Pyrococcus abyssi (strain Orsay) 
emb|CAB49568. 1] (AJ248285) hypothetical protein * 
[Pyrococcus abyssi] 




1025 ' 


11290247 


gi|l 129()247|pir||D82039 conserved hypothetical protein 
VC2740 [imported] - Vibrio cholerae (group 01 strain 
N 1 6961 ) gb|AAF95 879. 1] (AE004339) conserved 
hypothetical protein [Vibrio cholerae] ■ : ■ 


v'''- 8.2V '>. ;•• 


1027 


12484269 


gi| 1 2484269|gb|AAG54048 . 1 |AF224607_4 (AF224607) 
NADH dehydrogenase subunit 4 [Propithecus vcrreauxi 
deckcni] ■ 


: • -, 7 : ■ 


' 1028 * 


14329703 


gi| 14329703|cmb|C AC40662. 1 1 (AJ292926) anaerobic 
(class III) ribonucleotide reductase large subunit chain 
[Staphylococcus aureus] '. / v-^ I'.'-i': '- ' ' : 


; -:' ; V:7'--v 
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> Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) ■ ' 


SEQ ID 

NO i 


ACCESS 

- N • . • 


Vr^'- ';-' DESCRIPTION ?$ J ?:'. ,■ ' .V; 


RVALUE 


• 1037 ? 


2636683 


; ; • gi|2636683|gb|AAC06264.1| (U66333) pol ; v : 
[Schistosoma mansoni] 


. 5.2 ■ 


^v.C-V 
1039 " 


6016240 


gi|puiozHU(sp|\jvizivU|rivjJr.i \^/vtici^ iin i cvji\_r\L* 
MEMBRANE PROTEIN HOP 1 pir||Tl 5 184 presenilin 

a presenilin-beta homolog - Caenorhabditis elegans C 
eblAAB52948 11 (AF000265) Hypothetical protein 
C18E3i [Caenorhabditis elegans] gb|AAB84394,l | 
: : (AF021905) presenilin [Caenorhabditis elegans] 


' : 8.5 ■,■ 


.1040 


10047173 


gi| 1 0047 1 73 |dbj|BAB 13380.1) (AB046774) KIM 1554 
' protein [Homo sapiens] 


84 


1043.! 


14089928 


gi|14089928|emb|CAC 13687. 1| (AL445564) 
HEMOLYSIN C [Mycoplasma pulmonis] 


4.8 • ' 


1045 


7469269 


gi 1 746 926 9|p ir| | S 7 724 5 bioY. protein - Synechocystis sp. 
(strain PCC 6803) dbj|B AA 1 7579. 1 1 (D90907) BioY : 
protein [Synechocystis sp. PCC 6803] 




'1046 


10140780 


gi|10140780jgb|AAG13610.1|AC078840_l 
(AC078840) hypothetical protein [Oryza sativa] : 




■ 1050 ' 


7496756 


gi|7496756|pir||T19593 hypothetical protein C3 IA1 1.3 - 
Caenorhabditis elegans emb|CAB05685.1| (Z83218) 

r-nntaint: Qimitaritv tn Pfhm domain* PF018^8 ^Domain 

of unknown function), Score=506 .2, E-value~5 .4e- 1 54, 
. v . N— 2 [Caenorhabditis elegans] 1 


' / ; : : 4.'l : 


.V': 

1052 f 


.7500420 


gi|75004^20|pir|)T3 2834 hypothetical protein F3 3H 1 2; 1 - 
Caenorhabditis eleeans eblAAB95002 It CAF040649V 
. Hypothetical protein F33H12.1 [Caenorhabditis S-d 
-V.' ~ : elegans] ■:' •• >':•■';. 




1054 


14736828 


: gi|14736828|reflXP_032481. 1| hypothetical protein 
• : - v : XP_032481 [Homo sapiens]" 


': y -y : 5^-;'^yf 


1056 . 


7290674 


gi|7290674|gb|AAF46122.1| (AE003436) CG4320 gene 
' ■ product [Drosophila melanogaster] 




- 1060 


14970757 


gij 1 4970757|emb|CAC44464. 1 1 (AJ3 13506) CtxX 
v protein [Salmonella typhimurium] 


■■• ' : V'" 5.5 ^ ' . 


1062 ,-r 


4115497 


; gi|4 1 1 5497|dbj |B AA3 6391 . 1 1 (ABO 10426) AL1 like, 
7 v protein [Phytoplasma sp ] 




W64: 


'" 111816 


gi|l 1 1816|pir||S21348 probable pol polyprotein-related 
protein 4 - rat emb|CAA37647. 1| (X53581) GRF4 
•;' [Rattus norvegicus | 
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* .- Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 

• N; ; 


'^H. DESCRIPTION 


P VALUE 


1067 • 


14149940 


gi| 1 4 i49940|feffNP_l 1 56 1 0 \\ hypothetical protein J 
FLJ23059 [Homo sapiens] dbj|BAB 15536. 1| ' ; 
(AK0267 12) unnamed protein product [Homo sapiens] 


8E-34 


1072 


/ '::.'*^ ; : V'r : '■ 
6321761 


gi|632 176 1 |ref|NP J) 1 1 837. 1 1 Yhl026cp : > ,' ^ 7 ' ; 1 
[Saccharomyces cerevisiae] sp|P38740|YHC6_YEAST 
HYPOTHETICAL 30 7 KD PROTEIN IN RJM 1 - 
SNF6 INTERGENIC REGION PRECURSOR ~ 
pir||S48942 hypothetical protein YHL026c - yeast v^f. 
(Saccharomyces cerevisiae) gb|AAB65062. 1 1 (U 1 1583) 
YHL026c gene product [Saccharomyces cerevisiae] 


; ; : o.26 f 


• 1076< 


5932366 


gi|5932366|gb|AAD569 19: 1 |AF 1 80 145 11 (AF 1 80 145) 
hypothetical protein; zml2orf5 [Zymomonas mobilisj 




- 1084.: 


7106864 


gi|7106864|gb|^ 

HSPC237 [Homo sapiens] 1 : 




1087 


1 173846 


gi|l 173846|gb|AAA86616.1| (U39455) envelope 
glycoprotein precursor [Crimean-Congo hemorrhagic _ 
fever 'virus} V-.. : >'.-.V ; X-;- V -'V-".- ; 


6.1 .V 


1092 


■ 87765 


L gi|87765|pir||jy0033 hypothetical LI protein (third / 
intron of gene TS) - human prf||1510254A LI repetitive 
: element ORE [Homo sapiens] 


••- : v 2- ; '": r ; ■:' 


1096 


9506813 


gi|95068,13|ref]NP_062184.1| Inositol pdyphosphate-5- 
phosphatase [Rattus norvegicus] gb|AAB40610. 1| 
(U55 192) inositol polyphosphate 5 f phosphatase Ship 
. / - [Rattus norvegicus] 


- 3.3 - 


1101 


%f '.~U : , 
11496734 


gi) 1 1 496734]ref|NP_0455 1 1 ,1 J B burgdorferi predicted 
coding region. BBH 1 8 [Borrelia burgdorferi] pir||C70237 
hypothetical protein BBH 18 - Lyme disease spirochete 
: plasmid H/lp28-3 gb|AAC66022: 1|. (AE000784) B. 
burgdorferi predicted coding region BBH 1 8 [Borrelia 
: : ^- : - burgdorferi} i ■;" . 


• . • •" ' •, ;• ,' % ' , - , / / , • . 
*" " - ■•> " -." :'. ;"- 


1102 


9630723 


;, r gi|9630723|reflNP J)47269T| putative yimlence: ' ' 
determinant Vir [Mycoplasma arthritidis^ bacteriophage 
v MA V 1 ]gb|AAC33 779 ; 1 1. (AF074945) putative 
virulence determinant Vir [Mycoplasma arthritidis 
v .' > • / ; bacteriophage MAY I] ; 


9.9 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


<ipn in 
NO 


ACCESS 

xt '*•*; > 

IN . • „>: 


•-; LllioL/ivJr 1 lUfN : ■ • .•; .; . > 


F VALUb 


ii (\n 
ill/ / 


3638957 


gi|363 895 7|gb|AAC363 0 1 . 1 1 (AC004877) sco-spondin- 
mucin-like, similar to r9olo/ (rlU.gl/ 11548); details 
.of intron/exon structure uncertain [Homo sapiens] 




. 1110 , 




gi|14725582|reflXP_002477.3| hypothetical protein 
. ; rLJiUozy [riorno sapiens] 


0.85 


1112 


7298126 


1 gi|7298 126|gb|AAF53364. 1 1 (AE003642) 
; ; BG;DS00 1 80. 10 gene product [Drosophila 

• '\ : -'.-':^-rr-} '{■ ; -K'Mr melanogaster] 


8.6 ■ 


1120/ 


15011489 


gi|15011489|gb|AAK77584. 1|AF396436_24 J 
(AF396436) heme maturase [Tetrahymena thermophila] 


; 0:077 


1121 


7500306 


gi|7500306|pir||T21638 hypothetical protein F32B4.1 - 
Caenorhabditis elegans emb|C AB04238; 1 j (Z81522) V 
predicted using Genefinder [Caenorhabditis elegans] 


;•/■* ; , J .O : . 


1123 


170156 


gi| 170 1 56|gb| AAA73078 1| (M73688) [Sorghum bicolor 
endosperm tissue mRNA, complete CDS ], gene product 
prfll 1 80833 1 A gamma kafirin [Sorghum bicoior] 


' 0.41 ' 


1125 


"> one i •• - 

348951 


gi|348951|gb|AAC78248.1| (M77194) gag [Rat f; ; , , : 
leukemia virus] 




;1127 


14583262 


gij 14583262jref|NP_127506. 1| replicase ORFlab • % - : 
polyprotein [Equine arteritis virus] emb|CAA69187.2| 
(Y07862) replicase ORFlb polyprotein [Cloning vector 
pEAV030] emb|CAC42775 2\ (X53459) replicase : : y {• 
ORFlb polyprotein [Equine arteritis virus] 


r 0.79 ■:> 


1 128 


6322140 


gi|6322 1 40|ref|NP J) 1 22 15.1] involved in filamentdus 
growth; DfglOp [Saccharomyces cerevisiae] 
sp|P40526|YlE9_YEASTl^OTHETICAL30.3^ 
rKU IcllN lJN KtL34d-o i VjtI 1IN 1 bKVjblNlL, . . 
REGION pir||S48430 probable membrane protein 
YIL049w - yeast (Saccharomyces cerevisiae) ; 
embjCAA86i73.ll (238060) or£ len: 253,-CAI: O i l 
[Saccharomyces cerevisiae] . -[\ \ 


. 7. '6 ' 


1129 


14779404 


gi|14779404(reflXPJ)08099.4| integrin alpha L 
precursor [Homo sapiens] 


0.004 
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; Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) • 


SEQ ID 
NO 


ACCESS 
N 


, DESCRIPTION . y?J\- : A-$- 


P VALUE 


1136 


13928898 


gi| 1 3928X98|ref)N P_ 1 13837. 1| killer cell lectin-like ; 
receptor subfamily G, member 1 [Rattus norvegicus] 
pir||I5942 1 mast cell function associated antigen - rat 
emb|C AA56208. 1 1 (X798 1 2) mast cell function > 
associated antigen [Rattus norvegicus] 
emb|CAA65829.1| (X97191) MAFA protein [Rattus 
norvegicus] . < -. ■'. ■'>■''. ■ v.. -.; '•../' 




■ ,: ■ k 

1 138 


. ' . t \ .V *;' 

§§ 

11467057 


gi| 1 1467057|rcf]NP_042533 . 1 1 N ADH dehydrogenase, 
subunit 4 [Acanthamoeba castellaniij ' ' C , • 
sp|037375|NU4M_ACACA NADH-UBIQUINONE 
OXIDO REDUCTASE. CHAIN 4 pir||S53834NADH 
dehydrogenase (ubiquinone) (EC 1 .6.5.3) chain 4 - 
Acanthamoeba castellanii mitochondrion ; 
gb|AAD 11826.11 (U12386). NADH dehydrogenase; 
subunit 4 [Acanthamoeba castellanii] " 


0.63 


1140 


7331848 


';. gi|733 1 848|gb|AAF60536. 1| (AC024772) contains 
similarity to Pfam family PF00569 (Zinc finger present 
in dystrophin, CBP/p300), score=30.4, E=4.3e-05, N=l 
; % [Caenorhabditis elegans] : 




1144 


12725042 


, gi| 12725042|gb|AAK06095,l |AE006429_13 ' ' 
(AE006429) UNKNOWN PROTEIN [Lactocpccus 
' : '" ; V lactis subsp. lactis | 7 : '* 


0.82 . 


1146 


13122173 


gi|l3122173|emb|CAC32349.1| (AL583945) putative 
. Afunctional protein (histidine kinase and regulator) : 
> , : • [Streptomyces coelicolor] 


1.3 


1147 


13925661 


gi| 1392566 1 |gb|AAK49407. 1|AF261233_1 (AF261233) 
sodium/calcium exchanger protein [Mus musculus] . 




1149 


6552484 


gi|6552484|gb|AAF16411.1|AF038572_l (AF038572) 
v . . jagged^ [Mus musculus] ' 


^ 0.83 


1 154 


; •"' t\ 

13489284 


gi| 1 3489284jgb|AAF 16898.2|AF 1686 14 _l (AF 1686 14) 
HMG-box transcription factor Sox 1 7 [Danio rerio] 


9.8 . ',: 


i 155 


1170115 


V> r gi|l 1701 15jsp|P46430|GTtl_MANSE V 
GLUTATHIONE S-TRANSFERASE 1 (GSTCLASS- 
: ' THETA) gb|AAA92880: 1 1 (L3209 1) glutathione S- 
^ : • ; transferase [Manduca sexta] 


7.8." 


1159 


'13377412 


gi| 1 33774 1 2|gb|AAK20674. 1 |AF3 1 6639_9 (AF3 1 6639) 
Wzy [Streptococcus pneumoniae] gb|AAK74527.1| 
(AE007347) hypothetical protein [Streptococcus 
pneumoniae] ' :S, ■ ■ f'-'v 





478 





Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 

'• NO 


. N 


Vv. v ;; v"'^t DESCRIPTION ; ' ' ^ 


P VALUE 


1163 


7298868 


gi|7298868|gb|AAF54075. 1 1 (AE003673) CG 1 105 gene 
product [Drpsophila melanogaster] 






10178202 


gi|10178202|dbj|BABl 1626.11 (ABO 16875) 

gene iu.is.yLi / . l j~unKiiown proiein |/\raDiQ.opsis ,_>.-. 

thaliana] : - .• • 


.•V-;:93' v -:v; : :-;' 


1166 


7494379 


• Y i «• ; " ■ ", ' ' f .:«•*•".*.' •••• .. - : j * '. • '' • .. • '• • " • " 

gi|74943 79|pir||C7 1 6 10 probable membrane associated 
protein PFB06 15c - malaria parasite (Plasmodium ; 
falciparurn) gb|AAC71912. 1|(AE001406) predicted 
membrane associated protein [Plasmodium falciparum] 


6.5 : 


; i 170 




gi| 12408 633 |ref|NP_074924. 1| cytochrome c oxidase 
subunit 1 [Podospora anserina] 
sp|P2068 1 |COX l PODAN CYTOCHROME C f. 
OXIDASE POLYPEPTIDE I pir||A48327 cytochrome-c 
oxidase (EC. 1.9.3. 1) chain I - Podospora anserina .. j 
mitochondrion emb|CAA38777. 1| (X55026) cytochrome 
oxiaase c [r oaospora ansennaj .. ; ^. :i 




1173; 


2144233 


, gi|2144233|pir||JC5010 nucleotide-binding protein F - . 
; Methahosarcina mazei emb|CAA62802 r 1| (X91502) 
• ABC transporter [Methanosarcina mazei] 


-■ 6.9 - 


1174 


1 fKR 1 A AO 
LUjo 140U 


gi| 1 05 8 1 460|gb|AAG20 1 95 . 1 1 (AE005096) Vng2034h 

• - [ ritHUUvlLLCI lulu ap. 1 1 IVv^ 1 J 


'"' '' ■"' fl 1 5 ' ■ *■'■■■.'•'•' 


1176 


13652647 


gi| i3652647|re£|XP_007000.3| solute carrier family 6 
(neurotransmitter transporter, betaine/GABA), member 
> 12 [Homo sapiens] refjXP_029976.1| solute carrier 
family 6 (neurotransmitter transporter, betaine/GABA), 
member 12 [Homo sapiens] 




j}-t : dv.. 
1181 , 


963 1326 


: ; gi|963 1326|ref]NP__048 159. 1| ORF MSV088 

/ hypothetical protein [Melanoplus sanguinipes .V: . 

; entomopoxvirus] pir|| 128249 ORr MbVUoo ; 

/. hypothetical protein - Melanoplus sanguinipes ; 
- entomopoxvirus gD|AA\^y /do y. i| ^/vruojoooj vjkt 
MSV088 hypothetical protein [Melanoplus sanguinipes 
: V ^ -*;•'.'••>••. entomopoxvirus] ' ' : } •; 




' 1184 


13897920 


gi|13897920|gb|AAK48502.1|AF260966__l (AF260966) 
IL-8 receptor [Oncorh3mchus mykiss] 


2.6 


1 185 


12860694 


gi| 1 2860694|dbj|B AB32022. 1 1 (AK020 1 87) putative 
[Mus musculus] ' v J ; ' : " 


0.86 


1187 


6671484 


gi|667 1484|gb|AAC4930 1 .2| (U32444) phytochrome F 
[Lycopersicon esculentum] 







Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 

;n 


W^-4^:- : \ DESCRIPTION . :> ; V^--: V- . 


• P VALUE 


1191 


11358531 


gi| 1 135853 1 |pir||T5 1640 myb-related transcription 
factor MYB 1 9 [imported] - Arabidopsis thaliana 
(fragment) gb|AAC83590. 1| (AF062868) putative : 
transcription factor [Arabidopsis thaliana] ; - / - ; 


0.95 


1192 


■88462 


gi|88462|pir||A27307-proline-rich phosphoprotein (gene 
PRH 1 , Db allele) - human " 


' 79 ^ 


1 193 


7484909 


gi|7484909|pir||T06608 disease resistance protein ; - 
homolog F 1 6J 13.80 - Arabidopsis thaliana 
emb|CAB40942. 1| (AL049638) putative disease ■ _ 
resistance protem (TMV N-like) [Arabidopsis thaliana] 
emb|CAB78244.1| (AL161533) putative disease . ; 
resistance protein (TMV N-like) [Arabidopsis thaliana] 


i'-' 3.4 


1195 


7492269 


gi|7492269|pir||T39663 paired amphipathic helix, 
probable transcription regulator protein - fission yeast 

(Schizosaccharomyces pombe) emb|C AA2 1 3 10. 1 : 
(AL03 1856) putative transcriptional rgulatory protein 
. ' • [Schizosaccharomyces pombe] ; 




■ 1197 


134437 


. gi| 1 34437|sp|P 13823|SERA_PLAFG SERINE- 
REPEAT ANTIGEN PROTEIN PRECURSOR (P. 126) 

(1 1TKDA ANTIGEN) pir||A54505 serine-repeat ; 
" antigen precursor - malaria parasite (Plasmodium 
falciparum) (strain FCR3) gb|AAA29763 1| (J03993) 
serine repeat protein [Plasmodium falciparum] : 
gb|AAA 16791 . 1 1 (J 04000) serine-repeat antigen protein 
[Plasmodium falciparum] gb|AAA749 1 1, 1 1 (U081 13) 
serine repeat antigen [Plasmodium falciparum] 


4.6 > 


,1202 


12841678 


gi| 1 284 1 678|dbj |B AB25308. 1 1 (AK007856) putative 
[Mus musculus] 


2E-31 


1211 


.586120 


gi|586120|sp|Q07283|TRHY_HUMAN 
TRICHOHYALIN pir||A45973 trichohyalin - human : : 
gb|AAA65582. 1 1 (L09 190) trichohyalin [Homo sapiens] 


; i 9.8 


1214 


3122611 


gi|3 12261 l|sp|0 184 17|A70A_DROSE ACCESSORY . 
GLAND-SPECIFIC PEPTIDE 70A PRECURSOR 
(PARAGONIAL PEPTIDE B) emb|CAA67791,l| 

. (X99414) sex-peptide [Drosophila sechellia] 


.6.1 Z/yi:' 


T 1215 


2190464 


gi|2190464|emb|CAB09537. 1| (Z96 107) Uncx4,l [Mus 

VPi '• ''■ i " . •■ '• musculus] ..• ' . ; 







i : Table 3B Nearest Neighbor (BlastX vs Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 

N - 


; DESCRIPTION : 


P VALUE 


1216 


153930 


gi|153930|gb|AAA27047. 1| (M23007) NADPH-suIfite 
reductase hemoprotein component [Salmonella 
typhimunum] 


.1.3 


1217 


5091519 


gi|5091519|dbj|BAA78754,l|(AB023482)H 

: -~ V ••- .'"V * protein [Oryza sativa] } 


■ 0.95 . 


1219 . 


9759203 


gi|97592()3|dbj|BAB09740.1| (AB015476) heat shock 
. transcription factor HSF30-Iike protein [Arabidopsis 
- V thaliana] ' .V : « \ : ' 


• %: -f9i:v"' 'r : ->-- 


■1224 


i 732073 


gi|1732073|gb|AAC509pl 1| (U75308) TBP-associated 
factor [Homo sapiens] 


0.13 ■ i 


•■1225 


7505421 


gi|750542 l|pirj|T23399 hypothetical protein K07C 1 0, 1 - 
Caenorhabditis elegans emb|CAA87375 . 1 1 (Z47074) 
similarity to transmembranous domains of the 
drosophila protein patched (Swiss Prot accession 
number PI 8502) [Caenorhabditis elegans] . 


■'; '■- 


1228 


140791 


gi| 14079 1 |sp|Pl 7369|YHR3_VACCV ;; V . 
HYPOTHETICAL HOST RANGE 2 7 . 4 KD A t V 
PROTEIN pir||WZVZA3 27 4K Hindlll-C protein - 
vaccinia virus (strain WR) gb|AAA69594. 1| (M22812) 
unknown protein [Vaccinia virus] 


4.6-. : ':V,' 


• 1231 


6831569 


gi|6831569|sp|O84098|IF2_CHLTR TRANSLATION 
INITIATION FACTOR IF-2 pir||H7 1558 probable ; 
translation initiation factor IF-2 - Chlamydia ' 
trachomatis (serotype D, strain UW3/Cx) . ; ; . - 
gb|AAC67687.1| (AE00I283) Initiation Factor-2 
[Chlamydia trachomatis] ; 


• -': . 7^8 '• • 


1243 


12725042 


gi|12725042|gbjAAK06095.1|AE006429_13 
(AE006429) UNKNOWN PROTEIN [Lactococcus 
lactis subsp. lactis] 


0.91 ' -y - 


1246 


10178036 


gi|l()178036|dbj|BABl 1519.1| (AB005245) . 
pectinesterase [Arabidopsis thaliana] : 


0:28 : ■ 


1249 


7494298 


gi|7494298|pir||A71613 hypothetical protein PFB0530c • 
malaria parasite (Plasmodium falciparum) 
gb|AAC71 895. 1| (AE00 1400) hypothetical protein 
• - ; [Plasmodium falciparum] , 


^ 2.6 i • ■ . 


1253 


14721018 


gi| 1472 1 0 1 8 |reflXP_05 1 5 62 . 1 1 similar to agrin (H. 
sapiens) [Homo sapiens] v 


3.5 ; 


; ; 1255: ■ 


6175163 


gi|6 175 163|gb|AAF04889: 1|AC01 1437_4 (AC01 1437) 
unknown protein [Arabidopsis thaliana] 


■ 8.7 ' ■ ' ' 
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Tabic 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 


> 1 ; DESCRIPTION }:'h- "'-:>,' 


P VALUE 


1264 


12320927 


gi| 1 23 20927|gb|A AG50592 . 1 i AC083 89 1 6 
(AC083891) ABC transporter, putative [Arabidopsis 
thaliana| " : v - : ."• 


•. ' . ,9*5 


1265 


13375919 


gi| 1337591 9|ref|NPj)78940/l 1 hypothetical protein ' 
FLJ1 1838 (Homo sapiens] dbj|BAB1393 t.lj 
(AK021900) unnamed protein product [Homo sapiens] 


■ ; : •• .. • 4.2 . 


1274 


9369395. 


gi|9369395|gb|AAF87143. 1|AC002423_8 (AC002423) 
T23E23T6 [Arabidopsis thaliana] 




' 1275 


7435789 


gi|7435789|pir||T06276 benzothiadiazole-induced 
protein (clone WCI-4) - wheat gb|AAC49287.1| 
(U32430) thiol protease [Triticum aestivum] 


■ : 5.4 ■ 


1280 


7497192 


gi|7497l92|pir||T 19833 hypothetical protein C38D9.3 - 
Caenorhabditis elegans cmb|CAB03949.1| (Z8 1481) 
C38D9.3 [Caenorhabditis elegans] 


0.15 


1284 


14739967 


gi| 1 4739967|rcfjXP .035 107 ij v-raf murine sarcoma 
viral oncogene homolog Bl (Homo sapiens] „■ 


' -r : ' .-i- i;9 ''*/y--y. 


1289 


7463772 


oil7463772lnirllF70I03 siffnal tientidase I/lenB-lV 
homolog - Lyme disease spirochete gb| AAC66422 . 1 1 
■'■C< ( AE00 1 1 1 7 V sienal oeotidase I UeoB-D fBorrelia 

' burgdorferi] : : : , i'- "• i 


0.22 ^V:.' 


; 1292 


4580388 


gi|4580388|gb|AAD24366.1|AC007171 2 (AC007171) 
hypothetical protein [Arabidopsis thaliana] ."'•>-' 


5.5 ■.••v' V -: > 


1293 


1043 7002 


gi| 1 043 7002|dbj|BAB 1 4954 . 1 1 (AK024666) unnamed 
protein product [Homo sapiens] 


0.000000002 . 


1296; 


4493974 


gi|4493974|emb|CAB39033.1| (AL034559) hypothetical 
protein, PFC0936c [Plasmodium falciparum] 


3.2. 


1301; 


482030 


gi|482030|pir|(S40544 hypothetical protein - Escherichia 
coli dbj|BAA0 1299.11 (D10483) IS 1 hypothetical ' 
protein E-96(PIR:A04462) [Escherichia coli] 


•Si.':'- 8.3 " 


1306 


4836719 


gi|4836719|gb|AAD30537,l|AF133256 I ,2 (API 33256) 
envelope protein precursor [Friend mink cell focus- 
•',"<;.". forming virus] '■ 


86 


: -1307 


12843929 


gi|12843929|dbj|BAB26i68. 1| (AK009250) putative ■ 
[Mus musculus] : ' V- 


2.1 


1308 


10175999 


gi| 1 0 1 75999|dbj|B AB07095 . 1 1 (AP001518) ^rjf , o" 
lipopolysaccharide biosynthesis [Bacillus halodurans] 


V.# .2.8 





Table 3B. Nearest Neighbor (BlastX vs. Non-Redundant Proteins) > ■■ ' >. 


SEQID 


ACCESS 

- >' : N • 


DESCRIPTION . ■>;-;-:• : ': 


P VALUE 


:'l310 


14767733 


. gi|.l4767733|rcf|XP_030859,l| similar to TGF(beta)- 
induced transcription factor 2 (H. sapiens) [Homo 

/;'■;-.', ' v «'v; : !> sapiens) 




1311 


1351721 


gil l 35172 l|sp|Q 10 105|YAQ5 SCI IPO PUTATIVE 
TRANSLATIONAL ACTIVATOR CI 8G6.05C 
(GCN 1 HOMOLOG) pir||T379 1 9 GCN 1 homolog ; 
fission yeast (Schizosaccharpmyces pombe) 
emblC AA92385,1| (Z68198) GCN1 homologuc 
[Schizosaccharomyces pombe] '•- V ' : '-..:>: •' 


0.48 . ; 


1312 


13376747 


eil 1 33 76747lreflNP 079428 11 hypothetical orotein ; 
FLJ126^0 [^nw ^ie^] ref|^ jO 17923 . 1( f ^; ; ; i; 
hypothetical protein FLJ 12660 [Homo sapiens] v 
dbjlBAB 1 4203 1 1 (AK022722) unnamed protein product 
[Homo sapiens] \ \ ' • 


0.000000003 


1315 


9453886 


gi|9453886|dbj|BAB03287.1| (AB045975) pro-alpha 1 
type V/XI collagen [Pagrus major] 


0.021 ' 


• 1320. 


11034630 


gi| 1 1 034630|dbj|BAB 1 7 154. 1 j (AP002868) hypothetical 
protein [Oryza sativa] dbj|BAB55491. 1| (AP002541) 
. hypothetical protein [Oryza sativa] 


: 6.49 


* 1322 ' 


14727261 


gi|1472726 1 |ref|XP_0273 1 3 1 1 hypothetical protein \ 
FLJ22351 [Homo sapiens] refiXPj)27314;l| : 
hypothetical protein FLJ22351 [Homo sapiens] 


> , 0.077 ' : 


1327 


2789430 


gi|2789430|dbj|BAA24380. 1| (D3Q6 12) repressor : 
protein [Homo sapiens] v \ 




1328 


7497494 


gi|7497494|pir||T 19963 hypothetical protein C46C2.4 - 
Caenorhabditis elegans emb|C AA92590. 1 1 (Z68296) 
contains similarity to Pfam domain: PF00561 V ; 
(alpha/beta hydrolase fold), Score=30.8, E-value=le-05, 
V N=l [Caenorhabditis elegans] 




'>■.::-:■];■: 
; 1329 ' 


13129018 


ml 1 % 1 ?QO i KlrpflNP 0769^6 1 1 hvnnthetical nrotein 
till l j i z*y \J i o|ic<i.|i~ r v / \jy i | nyj-'v-'i-iiy tivcii ^luivui 

; MGC3077 [Homo sapiens] ref]XP_0301 1.6. 1| ; 
; hypothetical protein MGC3077 [Homo sapiens] 
gb|AAC23790. 1| (AC005I54) similar to protein 
• . U28928 (PlD:g86 1306) [Homo sapiens! /'v 
gb|AAH00625; i|AAH00625 (BC000625) Unknown 
(protein for MGC:3077) [Homo sapiens] 


2E-89 : 


• 1330 


14647539 


gi| 14647539|gb|AAK7 19 1 6.1 |AF332040 [ (AF332040) 
growth hormone receptor [Jaculus jaculus] 
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: ? ; Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 

' N : " ' 


DESCRIPTION . --/•-•'.'•/ 


P VALUE 


,1331 


1584488 


gi| 1 584488|prf||2 1 23261AB chemosensory receptor 
[Caenorhabditis elegans] ' 


'. 0.68 


P 1333 " 


2326324 


gi|2326324|emb|CAB10936.1|(Z98264) cytochrom c 
oxidase subunit HI [Anabaena sp.| • 


4.i 


1334 


7434912 


gi|74349 12|pir||H7 1934 phosphatidy (glycerophosphate 
synthase - Helicobacter pylori (strain J99) 
gb|AAp05990.1| (AE001475) . : A AA^iv 
PHOSPHATIDYLGLYCEROPHOSPHATE 
SYNTHASE [Helicobacter pylori J99J ; 0 


■: 5.9 


1337 


1335199 


gi| 1 335 1 9?|emb|C AA269 1 9. 1 1 (X03 1 45) pot: ORF V 
[Homo sapiens] 


'. : 5.2 • 


1340 


7440285 


;•> :gi|7440285|pir||T07994 ribosomal protein S9 - • / 
v Chlamydomonas reinhardtii chloroplast . 
emb|CAA74006.i| (Y13655) 30S ribosomal protein S9 
[Chlamydomonas reinhardtii] 




1341 


8923088 


gi|8923088jreflNP_060127.1| hypothetical protein 7 
FLJ20080 [Homo sapiens] reflXP 046636. 1| V 
hypothetical protein ELJ20080 [Homo sapiens] 
dbj|BAA90936 t| (AK000087) unnamed protein product 
[Homo sapiens] X 


- ' ^A:-.:, ■ ;V . ... 
0:000000008 


K 1345 


6958206 


gi|6958206]gb|AAF32493 r l|AF093132_l (AF093132) 
kexin-like protease KEX1 [Pneumocystis carihii f. sp^ 
muris]; •• . : - - • ::y*'- : -- ■' ■ - 




1346 


7496774 


gi|7496774|pir||T32166 hypothetical protein C31B8.8 - 
Caenorhabditis elegans V v 


. .Sr : £- ! ■ ■ ••• 


1350 ' 


9366789 


gi|9366789|emb|CAB9555 1 . 1| (AL359782) hypothetical 
• protein, CHR1 3 13. [Trypanosoma brucei] 


'■V : 'M" 2.4 


. 1352 


10175488 


gi|10175488|dbj|BAB06586.1| (AP001516) cation 
antiporter (Na+/Ca2+) [Bacillus halodurans] ■ • 


^ ' ' 0.72 •'•'V'. : ,' 


1354 


1119230 


gi| 1 1 1.9230|dbj|BAA06595 . 1 1 (D3 1 786) secretion 
protein Y [Acyrthosiphon kondoi endosymbiont] 


' 8.5 


'.- •1355 ' 


2897812 


gi|28978 12|dbj|B AA24894. 1 1 (ABO 10996) G2-G1 
polyprotein precursor [tomato spotted wilt virus] 


8.9 


,1357 


13111586 


gi|13 1 11586jgb|AAK12388.1|AF296094_l (AF296094) 
polyprotein [Porcine teschovirus] 




1359 


13881823 


gi|l3881823|gb|AAK46426.I| (AE007064) hypothetical 
protein [Mycobacterium tuberculosis CDC 155 1] 


. : 1.3 


1368 


1362185 


gi| 13621 85|pir||S56686 histone H2B123 - wheat . 
dbj|BAA07158.l| (D37944) protein H2B123 [Triticum 

...y - ' : V'''S/.; ; *"' ; ;vv' / ' : \ . ; aestivum] • " ■ : v '.'}'• ■ 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQ ID 
NO 


ACCESS 

N ' 


\£:M[ ; DESCRIPTION ... ^ 


■Z: P VALUE 


1369 


13812308 


: gi| 138 1 2308|rctlNP 1 1 3426 . lj hypothetical protein 
: [Guillarcha theta] emb|CAC26995. 1| (AJ010592) 
hypothetical protein [Guillardia theta] 


' - 4.7. 


1370 


13541057 


gi|I3541057|ref|NP_l 10745. 1| Permease (major. . y 
facilitator superfamily) [Thermoplasma yolcanium] 
v dbj|BAB59369.1| (AP000991) unknown product 
V [Thermoplasma volcanium] . > 


' 7.6 ' 


1371 


9964353 


; gi|9964353|rcr]NP 06482 1 ,1 1 AMV039 (Amsacta ' 
moorei entomopoxvirus] gb|AAG02745. 1|AF250284_39 
' (AF250284) AMV039 [Amsacta moorei 

entomopoxvirus] : . 




- 1373} 


902377 


gi|9p2377|gb|AAA82981.1| (U 18059) polyprotein ; 
: i i ; Ipesti virus type 1] . 


0.41 


1374 


8953748 


. gi!8953748|dbj|BAA98067.1|(AP000368) 
gene id:F6B6 l~pir||C7 14 1 0~similar to unknown 
1 protein [Arabidopsis thaliana] 


■'■;■)'■■ 0.27 


1375 


11291752 


gi|l 1291752|pir||T47971 seven in absentia-like protein - 
Arabidopsis thaliana emb|CAB7l 109.1 1 (AL 132959) 
seven in absentia-like protein [Arabidopsis thaliana] 


... UK i 


'1379 


10177211 


gi|1017721 l|dbj|BAB10286.1|.(AB026650) protein 
kinase [Arabidopsis thaliana] 




•1384 


7332073 


gi|7332073|gb|AAF60760. 1| (AC024810) Hypothetical ' 
protein Y54E10A. 1 [Cacnorhabditis elegans] 




1388 


11358814 


gi|l 13588 1 4|pir||T46 130 RNA polymerase HI subunit- 
Tike protein - Arabidopsis thaliana emb|CAB620 10.1 1 
(AL 132967) RNA polymerase III subunit-like protein 
[Arabidopsis thaliana] , 


• 2.2 . ; : : 


1389 


4506569 


gi|4506569|ref]NP_002932. 1 1 roundabout (axon , 
• guidance receptor, Drosophila) homolog 1 [Homo . 
sapiens] gb|AAC39575 . 1 1 (AF040990) roundabout. 1 
^ . . [Homo sapiens] ' s 


4E-17 


1393 


11761072 


gi|l 1761072|dbj|BAB19062.1| (AP002744) hypothetical 
protein [Oryza sativa] ; 


•;. .. i.y 


1398 : 


461649 


gi|46 1 649|sp|Q05004|BB6 1 RABIT BRUSH BORDER 
61.9 KD PROTEIN PRECURSOR pir||B45665 adult- 
specific 61 9K brush border protein precursor - rabbit 
cmb|CAA78302.1| (Z 12840) protein of unknown 
fonction [Oryctolagus cuniculus] • ' ' v 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 

k : n.';.-: ; ' : 




P VALUE 


: 1402 


478809 


gi|478809|pir||S2985 1 protein kinase 6 (EC 2.7. 1 -) - ; 
soybean gb|AAA34002r 1 1 (M67449) protein kinase 
[Glycine max] prf|| 1908223 A protein kinase [Glycine 
max) :: /V;.V-"'.. ; : ; v\/.;.; ; '7 V: y 




1406 


1517936 


gi|15 1793.6|gb|AAB07000. 1| (U52347) tachykinin-like 
receptor (Stomoxys calcitransj ^ 'v-'^VOv-, .•, 




1407 


9977929 


gi|9977929|sp|Q05013|LlPA_NEIMB CAPSULE I ; 
POLYSACCHARIDE MODIFICA TION PROTEIN 
LIPA pir||D8 1240 capsule polysaccharide modification 
protein LipA NMB0082 [imported] - Neisseria : ■ " 
meningitidis (group B strain MD58) gb|AAF40546. 1| 
(AE002367) capsule polysaccharide modification 
protein LipA [Neisseria meningitidis MC58] ^ 


' V ; ;--^: v .: ; 9.3 


1412 


14773348 


gi| 1 4773348{ref]XP_03 8450. 1 1 20849 [Homo sapiens] 




1413 


13537363 


gi| 1 3537363|dbj|BAB40663 . 1 1 (AB05 1851) death 
receptor 3 [Homo sapiens]; - 




1419 


7477083 


gi|7477083|pir||A70577 hypothetical protein Rv2133c - 
Mycobacterium tuberculosis (strain H37RV) ( 
emb|CAB08660. 11 (Z95388) hypothetical protein " / 
Rv2 133c [Mycobacterium tuberculosis] [. ; 
gb|AAK46475 1 1 (AE007067) conserved hypothetical 
protein [Mycobacterium tuberculosis CDC 155 1] ' 




%:'' ; ^>;- 

1422 


7499021 


gi|749902 1 |pir||T20846 hypothetical protein F13E9.9 -. 
Caenorhabditis elegans emb|CAA9341 1. 1| (Z69383) 
F13E9.9 [Caenorhabditis elegans] 


... 4.1 v. 


1424 


14723696 


gi| 1 4723 696|reflXP_03 5 744 . 1 1 hypothetical protein 
XP_035744 [Homo sapiens] - 


v^'.Vj 1.5 


1425 . 


9961349 


V gi|996 1 349|reflNP_005500.2| Dmx-like 1 [Homo 
" " " '-■:/■ sapiens]- '• j' : 


0.94 


1426 


478302 


gi|478302|pir||JN0835 carbonate dehydratase (EC 
4.2.1:1) I - chimpanzee f ^ ; 


1.6 


1427 


' ' 
'6649942 


gi|664?942|gb|AAF2 1 64 1 . 1 |AF032379J (AF032379) 
gonadotrophin releasing hormone receptor; GnRH-R 
[Trichosurus vulpecula | 'r}* ;/. : V 


i7*^-;>; , 9:€-;- : ":' 


1432 


6636500 


gi|6636500|gb|AAF2020 1 . 1 |AF205 79 1 j (AF205 79 1) 
squalene synthase [Botryococcus braunii] 




: ; 1434 


7504070 


gi|7504070|pir||T22586 hypothetical protein F53F4vl 4 - 
, Caenorhabditis elegans 


F;.;0.05 . 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) f 


SEQID 
NO 


ACCESS 
N 


• H-">'- : DESCRIPTION ■ : :" 


P VALUE 


■1437 


102177 


gi|102177|pir||S13141 hypothetical protein (ribosomal 
RNA repeat region) - Giardia lamblia 


12 /: 


1439 


13357869 


gi| 13357869|rcf]NP_078 143 .1 1 unique hypothetical ■ 
[ Ureaplasma .urealyticum] pir||D82907 hypothetical 
protein UTJ309 [imported] - Ureaplasma urealyticum 
gb|AAF3071 8. 1 |AE002 128_6 (AE002128) unique 
hypothetical [Ureaplasma urealyticum] 




1451 


7468435 


gi|7468435|pir||B720 15 metalloproteinase, insulinase 
family CP0903 [imported] - Chlamydophila pneumoniae 
(strains CWL029 and AR3 9) eblAAD19093 11 : 
(AE001675) Insulinase family/Protease III 
[Chlamydophila pneumoniae CWL029] ^ : • 
gb|AAF38689. 1| (AE002249) metalloprotease, . ^ 
insulinase family [Chlamydophila pneumoniae AR3 9] 
dbj|BAA99 1 65 . 1 1 ( AP002548) insulinase 
family/protease III [Chlamydophila pneumoniae J 138] 




■ 1452 


9857712 


gi|98577 12|gb|AAG00902; 1|AF176776_1 (AF 176776) 
xyloglucan endotransglycosylase LeXET2 . 
[Lycopersicon esciilentum] ^ Y'' ; .-< : .'/ : 


.'] 1.9 


1453 


4493974 


gi|4493974|emb|CAB39033: 1| (AL034559) hypothetical 
protein, PFC0930c [Plasmodium falciparum] 


3.4 > ;;: - ':; 


1454 


4493900 


gi|4493900|emb|CAB39009 : l| (AL034558) predicted 
using hexExon; MAL3P2 22 ,(PFC0265c), Hypothetical 
protein, len: 637 aa [Plasmodium falciparum] 


6.1 ■ : 


1456 


7503603 


gi|75 03 603 |pir|(T 1 63 75 hypothetical protein F46G1 1.1 - 
Caenorhabditis elegans gb|AAA81397J| (U40412) : ; 
Hypothetical protein F46G1 1 .1 [Caenorhabditis 
elegans] 


2.1 • 


1462 


9437954 


gi|9437954|gb|AAF87502.1IAF250474 1 (AF250474) 
nuclcoprotein [Influenza A virus (A/Duck/Hong ,.' 
Kong/P54/97(HllN9))] " : "> - 


: :; ^-:: ; '6.7 V 


1464 


.2129239 


gi|2129239|pir||G64488 reverse gyrase (intein- . • 
containing) - Methanococcus jannaschii v • ''. 
gb|AAB9953 1.1| (U67592) reverse gyrase, intein ^ 
containing (rgy) [Methanococcus jannaschii] 




1466 


12232439 


gi| i2232439iref|NP_0736<)2. I| hypothetical protein . 
FLJ11937 [Homo sapiens] dbj|BAB15124.1| . -\ 
(AK025392) unnamed protein product [Homo sapiens] 


: 6.4 • 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 

, . N 




P VALUE 


1468 


.7243247 


gi|7243247|dbj|BAA92671. 1| (AB037854) KIAA1433 
protein [Homo sapiens] ^ ; 


- 2E-87 " - • • 


1472 : 


12382242 


gi| 1 23 82242|gb|AAG53080. 1 |AF263 824_1 (AF263 824) 
5'A2rel-related protein [Leishmania donovani] .'. 


r : 8 7 -X'}- 


1473? 


13812383 


gi|138l2383 jreflNP_ 1 13501. 1| seryl-tRNA synthetase 
(serin-tRNA ligase) [Guillardia theta] : 
emb|C AC27070. 1 j (AJ0 1 0592) seryl-tRN A synthetase 
(serihrtRNA ligase) [Guillardia theta] : i; 


: 6 5 


1476 


6014998 


gi|6014998|sp|O80164|DPA5_BPR69 DNA '] ; • ; 
POLYMERASE PROCESSIVITY COMPONENT 
(DNA POLYMERASE ACCESSORY PROTEIN 45) 
(GP45) pdb|lB77|A Chain A, Building A Replisome 
Structure From Interacting Pieces: A Sliding Clamp V 
Complexed With An Interaction Peptide From Dna • 
Polymerase pdb[lB77|B Chain B, Building A Replisome 
Structure From Interacting Pieces: A Sliding Clamp - 
Complexed With An Interaction Peptide From Dna 
Polymerase pdb|.lB77|C Chain C, Building A Replisome 
Structure From Interacting Pieces: A Sliding Clamp 
Complexed With An Interaction Peptide From Dna ' 
Polymerase pdb|lB8H|A Chain A, Sliding Clamp, Dna 
Polymerase pdb|lB8H|B Chain B, Sliding Clamp, Dna 
Polymerase pdb|lB8H|C Chain C, Sliding Clamp, Dna 
Polymerase gb|AAC393 10. 1| (AF039565) DNA . ; 
polymerase processivity component [Bacteriophage 

RB69K . .. i \; y i : ' 


6.9 . 


: 1479 


7706747 


gi|7706747|ref|NP_057263T| transient receptor potential 
4 [Homo sapiens] sp|Q9UBN4|TRP4^HUMAN • : ' \ 
SHORT TRANSIENT RECEPTOR POTENTIAL 
CHANNEL 4 (TRPC4) (TRP-RELATED PROTEIN 4) 
(HTRP-4) (HTRP4) gb|AAD5 1 736. 1|AF 175406 J 
(AF 175406) transient receptor potential 4 [Homo ;..;"-;V. 
sapiens] gb|AAF22927. 1 |AF063 822 J (AF063822) trp- 
related protein 4 [Homo sapiens] : - 


''^''.'^■1.7 


1480 


9757550 


gi|9757550|dbj|BAB08 163. 1 1 (AB03083 1) SrtT 
[Streptococcus pyogenes] 


.' ■ k 0:47.: '/■.:'- 


.1483 


13516917 


gi(135 16917|dbj|B>VB40338. 1 1 (AB044076) hybrid ,, 
sensor [Myxococcus xanthus] ; f S ; •• 
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" Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) : 


SEQ ID 
NO 


ACCESS 

- v -.'jN . 


- DESCRIPTION ';■ ' • ■; ;; " 


• P VALUE 


1487 


5790208' 


gi|5790208|dbj|BAA83536.1| (AB031285) NADH , , 
dehydrogenase subunit 2 [Taenia saginata] 




1489 


14754352 


gi| 1 4754352|ref|XP_032294. 1 1 hypothetical protein 
FLJ10775 [Homo sapiens] j 


U' 0.0008 ; - • 


1490 


■3552028 


gi|3552028|gb|AAC64946 1| (AF087130) siderophore 
regulation protein [Neurospora crassa] ^' 


: . 7.2 : 


1493 


3913936 


gi|39 1 3936|sp|Q43652|IP27_SOLTU PROTEINASE v' - 
INHIBITOR TYPE II CM7 PRECURSOR pir||S43 105 
proteinase inhibitor 11 - potato emb|C A A55082, 1 1 j 
(X78275) proteinase inhibitor II [Solanum tuberosum] 


r/' : : 9.9 \ ; : 


1494 


6573777 


gi|6573777|gb|AAF 1 7697, 1 |AC()09243_24 (AC009243) 
F28K19. I7 [Arabidopsisthalianaj 


'-6 ■ ' 2.2: ■ 


1496 ■ 


13622425 


gi| 13622425|gb|AAK34 148 1 1 (AE006569) maltpdextrin 
transport system permease [Streptococcus pyogenes Ml 
GAS] v>- ?'i*-Ci : -y' Y ' 




1498 


9910266 


gi|99 10266|ref|NP_064627. L| kinesin-Iike protein 2 
[Homo sapiens] dbj|BAB033()9. l| (AB035898) kinesin- 
like protein 2 [Homo sapiens] 


5E-19 ' 


1503 


7294128 


gi|7294128|gb|AAF49482. 1| (AE003527) CG4925 gene 
product [Drosophila melanogasterj - ..■'.>; 




1506 


14089610 


gi| 140896 1 0|emb|CAC 13370. 1| (AL445563) unknown- 
predicted coding region [Mycoplasma pulmonis] 


■9. v -1.5 


: 1507 


2565196 


gi|2565 1 96|gb|AAB8 1938 ; lj (AF000381 ) non-functional 
folate binding protein [Homo sapiens] 


0.0000004 


1509 


14753935 


gi|14753935|ref|XP_040892.i| hypothetical protein 
XP_040892 [Homo sapiens] 


■ V' '3.3 


1510 


12545425 


gi|12545425|ref|NP_074975.1| hypothetical protein: . :• 
[Astasia longa] sp|P34776|YCY2_ASTLO ; ' "v 
HYPOTHETICAL 34.5 KDA PROTEIN IN RPS12- 
TRNP INTERGENIC REGION (ORF288) 
cmb|CAC24586. 1 1 (AI294725): hypothetical protein " 
[Astasia IbngaJ 


<:■?;••■■: ■.'7.-'- v T: v < 


1511 


420215 


gi|420215|pir||B45878 hypothetical protein 2 - mouse 


/' 7.1. 


• 1512 


7512874 


gi|75 1 2874|pir||T08792 hypothetical protein ; ^' 
DKFZp586E 1422. 1 - human (fragment) ]\ 
emb|CAB43306.lj (AL050170) hypothetical protein ' 
[Homo sapiens] ; " '■ 


. 5.5 • : p 


' i5l4 : :< 


•221758 


gi|221758|dbj|BAA()1683. 1| (D 10879) UL37 [human , 
herpesvirus 1] ''•>'■' ''" "~ :: ,-T'-' -\? "' t '^- 


• 0.18 V'v 
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" Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQ ID 

■ -NO; ' .' 


* N 


^ • : ■ DESCRIPTION v 


/ P VALUE 


1517 


11466232 


gi|l l466232jre£]NP 062855 ,1| ORF9, contains 8 trans 
membrane regions, putative [Physarum polycephalum] 
aDj|D/vpuoup!7.-i| iLyj) vjtvr v } contains o.rrans 
membrane regions, putative [Physarum polycephalum] 




1518 


182710 


gi| 1 827 ]0|gb|AAA52467. 1 1 (Ml 391 8) fibronectin 
receptor alpha-subunit precursor |Homo sapiens] 


1.3 ■ .' 


1 51 


1142976 


gi|l 142976|gb|AAC523 92.11 (U28769) odorant receptor 
[iVius muscuiusj prrjjzzurHu^v OQorani receptor iiviub 
rausculus] ';, 


" ; : ^V;f/:^:6' ; '; ; : : 


, 1 JZ-u 


6912446" 


gi|69 1 2446|ref]NP__03 64 1 7 . 1 1 potassium voltage-gated ; 
channel, subfamily H (eag-related), member 4; ether-a- 
go-go r^v j cnannei ianuiy memoer [rromo sapiens j . 
dbj|BAA83592 1| (AB022698) BEC2 [Homo sapiens] 


8.4 - 


15>22 


14601483 


gi|1460 1483|ref]NP_14802 1 .1 1 hypothetical protein • V 
[Aerbpyrum pernix] pir||G72637 hypothetical protein 
APE 1 5 58 - Aeropy rum pemix (strain K 1 ) 
Qu]\ijr\j\oVJ J / , ij ^/\Jr uuuuoi j z / yaix lung iiypuLnciiL-ai 
protein [Aeropyrum pernix] - 






12515306 


gi|l2515306igb|AAG56369 ^ 
orf, hypothetical protein [Escherichia coli 0157.H7 
r,jJL,Vjjj qdjjjjA.d^jh'P j . i| ^/vruuz j j . / j nypoineiicai 
protein [Escherichia coli 0157:H7] 


■ : ^ : :^7:4V-;' ; •-':^ 




2765672 , 


gi|z / o3o/z|emD|L/Ar>uooiy. i| \z.ooi 1 j) aid a ; . 
[Lactobacillus delbrueckii] 


: .""'« . 7:9 ' 


1532 


13472514 


gi|I3472514|ref|NP_104081.l| unknown protein 
[Mesorhizobium loti] dbj|BAB49867. 1 1 (AP003000) 
unknown protein [Mesorhizobium loti] 


7.9 ' ; ' 


1533 


3309522 


gi|3309522|gb|AAC26098. 1| (U 18292) unknown ■ 
[Borrelia burgdorferi] ; 


. 2.1 


" 1535 


14520328 


gi| 1 45203 28|rei]NP__ 1 25 803 . 1 1 activator I, replication 

s^i r\r email eiiKunit fT^\rrr\r*nr , ^nc ' ah\/cetl nir\)(~ lr 7 ^ 1 Qft 

IaClor V*, biiid.li bUUUiUL ^jryiuv/Uccub auyoMj pn(|v/ / -> i/o 

activator 1, replication factor c, small chain PAB0068 - 
Pyrococcus abyssi (strain Orsay) emb|C AB49034 . 1| 
(AJ248283) activator 1, replication factor C, small ; 
subunit [Pyrococcus abyssi] V 


0.4 i . 


1536 


7229605 


gi|7229605|gb|AAE42902.I| (AF22996l) NADH >J 
dehydrogenase subunit 1 [Taygetis andromede] / 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQ ID 
NO 


ACCESS 


DESCRIPTION y- 


P VALUE 


1537 


6681261 


gi|668 1 26 1 |ref)NP_03 1926. 1 1 ect2 oncogene [Mus . ■ . : ' 
musculus] sp|Q()7 1 39|ECT2_MOUSF ECT2 PROTEIN 
(ECT2 ONCOGENE) pir||S32372 transforming protein 
(ect2) - mouse gb|AAA37536 . 1 1 (LI 1 3 1 6) ect2 [Mus 
musculus] prf||i91 1407 A oncogene ect2 [Mus 

mUSCUlusI '[ "V,. ■ - - ; ] 


6E-10 - 


1538 


12381848 


gi|12381848|emb|CAC24715. 1| (AJ297319) glucoses- 
phosphate dehydrogenase-6-phosphogluconolactonase 
[Plasmodium berghei] : : 


; ;;-r7; ; - 


-1540 


7688657 


gi|7688657|gb|AAF67469. 1|AF 146760 1 (AF 146760) 
septin 2-Iike cell division control protein [Homo sapiens] 


- 

" ; ; 9.7 > : ;V" 


1541 


13021853 


gi| 1 302 l853|gb|AAKl 1564. 1|AF3 1 8500_1 (AF3 18500) 
ent-kaurenoic acid hydroxylase [Arabidopsis thaliana] 


0.091 


: 1543 


6900006 


: gi|6900006|emb|CAB7 1 294. 1 1 (AJ25 1917) chorion 
protein si 8 [Ceratitis capitata] : 


2.1 


■ ' 1545 


1076445 


gi| 1 076445|pir||S53004 mitosis-specific cyclin CYC2 - 
rape gb|AAA5 1660 T| (L25406) cyclin [Brassica napus] 


': : '4.3 ; : :h ' 


1548 


7293274 


gi|7293274|gb|AAF48655/l| (AE003503) CG9644gcne 
product [Drosbphila melanogaster] 


v ; 0:46" ' 


1549 


11358961 


gi|l 135896 I|pir[|T51243 Sell . protein [imported] - rice 
(fragment) gb|AAC98091. 1 1 (AF06740 1) Scl 1 protein 
"'■ ":. ; [Oryza sativa] 


3.9 . 


1550 


8978966 


gi|8978966|dbj|BAA9880 1 . 1 | (AP002547) phenylalanyl 
tRNA synthetase beta [Chlamydophila pneumoniae 




1551 


14010341 


gi| 1 401 03.4 l|gb|AAK5 1 95 8, 1 JAF3620 1 3_ 1 (AF3620 1 3) 
- ATP synthase F0 subunit 6 [Halichondria sp. RFW- 

Jy 2001] :■ '.y,:K ■ : - •' 


8.2 [ 


1553 


'8923094 


; gi|8923094|rcflNP_060 1 30. 1 1 hypothetical protein 
; FLJ20085 [Homo sapiens] reflXP_009383 .2| . 
. , hypothetical protein FLJ20085 [Homo sapiens] 
dbj|BAA90939.1| (AK000092) unnamed protein product 
^ . > / " - [Homo sapiens] . . ; ■ 


- '•/■'i.6V:'. :r --;.: 


•1557 


.14724725 


:. gi| 14724 725|ret]XR .037600! 1| hypothetical protein 
; ' V : ^P_037600 [Homo sapiens] - 


4.2 : 
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. ■ Tabic 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) - 


SEQ ID 
NO 


ACCESS 

■ : ,-.v--N' 


• •'■ '• '>;•••: - description ; ivV:;-;k 


P VALUE 


1561 - 


14758684 


v gi| 1 4758684|ref|XP_0072 1 1 .4| retinoblastoma 1 
u; (including osteosarcoma) [Homo sapiens] 
\ ref|XPJ)33825.1| retinoblastoma 1 (including • 

osteosarcoma) [Homo sapiens] ref]XP_033826. 1 1 , 
• - reiinouiasiorna i ^inciuuing osteosarcoma^ [riorno 
sapiens] rof|XP_033827.1| retinoblastoma 1 (including 
- • osteosarcoma) [Homo sapiens] 


0.91 


1565 : 


9635387 


gi|9635387|rcflNP 059285. 1| ORF137 [Xestia c-nigrum 
■ granulovirus] gbj AAF0525 1 , 1 |AF 1 6222 1_137 > 
(AF I 62221) ORF137 [Xestia c-nigrum granulovirus] 


"[■-■:'/'. 5.9 


1572 


1730077 


gi'| 1730077|spjpi 8 160|KYK 1 DICDINON- ■ ' %K 
RECEPTOR TYROSINE KINASE SPORE LYSIS A 
( 1 YKUMlNp-r'KU iJiifN JviiNAoc 1) pir||l loz /o non- 
receptor tyrosine kinase r slime mold (Dictyostelium 
discoideum) gb|AAB4 1 125. 1| (U32 174) non-receptor 
tyrosine kinase [Dictyostelium discoideum] 




M 1574 


9622133 


transmembrane leptin receptor [Sus scrofa] ■ 




■ 1578 


139809 


gi| i 39809|sp|r275 7 1 |Xlc> 1 MOUab X lNACllyh 
SPECIFIC TRANSCRIPT PROTEIN pir||S 1 5433 
hypothetical protein - mouse emb|CAA41978.1| ; ' 
ysLjyjLoy) \jt\j* [ivius museums j pn||i / 1 l^t^tU/^ XlSl 
gene [Mixs musculus] : 


:>;.-r£ 7.7 


1579 


8567792 


gi|8567792|gb|AAF76364. 1| . (AC0 1.3428) I-box binding 
factor, putative [Arabidopsis thaliana] 


:,;-:V-v'' i -5;T"'V-:'/-- : 


1581 


7638161 


gi|7638 161 |gb|AAF65408. 1|AF2383 12_1 (AF2383 12) 
puLauve bcriiie-uucuuiiic pruieiii kiiicUjc iyikcd ' 
[Dictyostelium discoideum] 


-Vf : :-r^.2; : -;: ; "'; : S- 


1583 


12644495 


gi| 1 2644495|sp|Q9Z7G7|EX5B_CHLPN % 
EXODEOXYRIBONUCLEASE V BETA CHAIN 
dbj|BAA98945 . 1 | (AP0O2547) exodeoxyribonuclease V, 
beta [Chlamy dophila pneumoniae J 138 1 ^ ^ v - . 




1588 


11350667 


gi|l 1350667|pir||D83 160 nitrite extrusion protein 1 
P A3 877 [imported] - Pseudomonas aeruginosa (strain 
PAOl) emb|CAA75538.1| (Y15252) nitrate extrusion 
protein [Pseudomonas aeruginosa] 
gb|AAG07264:I|AE004805_.2 (AE004805) nitrite U V 
extrusion protein 1 [Pseudomonas aeruginosa] : 







• Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQ It) 

'■ no 


ACCESS 

• N • 


DESCRIPTION 


P VALUE 


••.'"V 5 -v 
1589 


12644495 


'.• ". ' 'I .".">;* '•,'«. ' ■} , -;. •_■ r ; • ' • • \ ' 

gi|12644495jsp|Q9Z7G7|EX5Bj:HLPN • 
EXODEOXYRIBONUCLEASE V BETA CHAIN if.., 
dbj|BAA98945. 1| (AP002547) expdeoxyribonuclease V, 
beta [Chlamydophila pneumoniae J138] 


; < ■ 5.2 


1590 


305479 


gi|305479|gb|AAC37807. 1| (LI 1473) envelope 
glycoprotein [Human immunodeficiency virus type 1] '■: 




1591 


9055244 


gi|9p55244|ref|NP il _06 1256 1 1 huntington yeast partner C 
[Mus musculus] gb|AAb39464/]|AF135440_l ; :i 
(AF 135440) huntington yeast partner C [Mus musculus] 


■' •' » 1 _ ~ f"'' . '". ' '■■ "V.*.' . 

0.8 


1593 


12666210 


gij 1 26662 1 0|emb|CAC28083 . 1 1 (AL 13 8875) 
bA103J 18.2 (novel protein) [Homo sapiens] 




1596 


12855510 


gi| 1285551 0|dbj |B AB3 03 62 . 1 1 (AK0 16654) putative 
[Mus musculus] 


;V 0.067 1 


•■ ' 
1597 


133747 


gi| 133747|sp|P09899|RS 1 2JV11CLU 30S RIBOSOMAL 
PROTEIN S 12 pirj| A26956 ribosomal protein S 12 r 
Micrococcus luteus gb|AAA253 1 7.1 1 (Ml 7788) > : 
ribosomal protein S 12 (gtg start codon) [Micrococcus 
luteus] •. : \,' ' . ■ 


: 9.9 


1600 : 


7292455 ' 


gi|7292455|gb|AAF47859; 1 1 (AE003480) CG15005 
gene product [Drosophila melanogaster] 


•:Vy 0.43 /''J: . 


1601 


14748674 


gi| 14748674|reflXP_038 1 33. 1 1 Prader r ^Villi/Angelman 
syndroine-5 [Homo sapiens] 


': \ • 8.9 ■ : . 


7 1602 


11278020 


gj| 1 ! 278020|pir||H822 1 5 serine transporter VC 130-1 
[imported] - Vibrio cholerae (group 01 strain N 1696 1) 
gb|AAF94460:l| (AE0042 10) serine transporter (Vibrio 
cholerae] - -■ ;. <,"'■} y : S: '■•">' : ' ■■■/:; 


7.8 


1607 


9757538 


gi|9757538|dbj|BAB08 122.1| (AB030852) maturase 
[Lilium rubellum] 


.6.6 


1618 


12249143 


gi| 12249 143|reflNP__066 194.21 NADH dehydrogenase 
subunit 5 [Schistosoma japonicum] gb|AAG13134:2| 
(AF215860) NADH dehydrogenase subunit 5 ' 
[Schistosoma japonicum] . ' ; ' "'• .;• - ,■!■■■: 




1620 


7495508 


gi|7495508|pirj|Tl 8993 hypothetical protein C06B8.1 
Caenorhabditis elegans emb|CAB03850. If (Z8 1463) 
Similarity to C. elegans zinc finger proteins, contains 
similarity to Pfairi domain: PF00 104 (Ligand-binding > 
domain of nuclear hormone receptor), Score=-13.7, E- 
value=p.05 1, N-l [Caenorhabditis elegans] ^ 
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Table 3B Nearest Neighbor (BlastX vs: Non-Redundant Proteins) 


SEQ ID 
NO 


ACCESS 

' • N- 


V ; ^ DESCRIPTION 


P VALUE 


1621 


7288570 


gi|7288570|gb|AAF45 1 70. 1 1 AF2 1 8963^1 (AF218963) 
period [Drosophila miranda] ^ 


' 4.3 


1622 


7707666- 


gi|7707666|dbj|BAA95343T| (AB027560) ATPase 
subunit 6 | Echinococcus vogeli] % : ; 


\'=- : '':\' 4.1-. . 


1625 


4761646 


gi|476 1 646|gb| AAD29428 . 1 jAF 1 3 9060 J- ( AF 1 39060) 
transmembrane cell adhesion receptor MUA-3 precursor 
[Caenorhabditis elegans] emb|CAA83226,2| (Z30974)" 
contains similarity to Pfam domain: PF00057 (Low- ?<• 
density lipoprotein receptor domain class A), 
Score=52.9, E-value=2.2e-12, N=3, second half (former 
T20G5 3) contains similarity to Pfam domain: PF00008 
(EGF-hke domain), Score=326.3, E-value=l> 
ernb|CAC42345.1 | (Z30423) contains similarity to Pfam 
domain: PF00057 (Low-density lipoprotein receptor ' 
domain class A), Score-52.9, b-value=2.2e- 1 2, N— J, 
second half (former T20G5. 3) contains similarity to 
r ram aomain. r r uuuuo \iivjr--iiKe aomain^, . 
Score-326.3, E-value~l> h- 


1.7 V/^ 


1626 


3582424 


gi|35 82424|dbj|B AA33057; 1 | (ABO 1 7255) arginine / i : 
kinase two-domain chain [Pseudocardium sachalinensis] 




1628 


9758077 


gi|y/3ou/ / |oDj|p/vt5uojz i . ij ^/\jDUuyujz j sucrose 
cleavage protein-like [Arabidopsis thaliana] 


6.2 


1629 


11610630 


gi| 1 16 10630|gb|AAG37436. 1| (AY0137 1 1) cyclin E 
[Mustela vison] ■•-.-'*■ \ ■ . , 


10 


163! 


4838093 


gi)4838093|gb|AAD30838. 1 1 (AF 103278) 
immunoglobulin heavy chain variable region [Homo - 
sapiens] • ;/'/'•'•" 




1635 


12045265 


gi|12045265|re£|NP_073076. 1) ATP synthase F0, 
subunit B (atpF) [Mycoplasma genitalium] 
sp|P47643|ATPF_MYCGE ATP SYNTHASE B . 
CHAIN PRECURSOR pir||F64244 ATP synthase B " 
chain (atpF) - Mycoplasma genitalium gb|AAC7 163 1 .1 \ 
(U39722)' ATP synthase F0, subunit B (atpF) ./-.■ 
rMvconlasma j?enitaliuml v ; 


8.5 ( 


• 1636 


627406^ 


gi|627406|pir||A54849 collagen alpha l(VII) chain 
precursor -human % 1 


0.66 


1643' 


2246540 


gi|2246540|gb|AAB62665 . 1| (U93872) glycoprotein M ; 
[Human herpesvirus 8] 


' : 1.5 


1644 


.2388576- 


gi|2388576|gb|AAB7 1457.11 (AC000098) YUP8H12.17 
[Arabidopsis thaliana] : ■>4y - • ' 


'v-:-:^4:7%/^v 





Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 

• N 


v -V^\- DESCRIPTION ■ : ■'. 


V P VALUE 


• 1645 


7490184 


gi|7490184|pir||T37997 carboxypeptidase y - fission ? 
yeast {pcnizosaccnaromyces poiuue^ pirju^f jzjo 
carboxypeptidase C (EC 3.4.16.5) precursor [validated] 

ficcirvn vpnQt ^hhiVn^arrharnmvrp'; r>r»mhpV •• • 

emb|CAB 1012 1 1 1 (Z97209) carboxypeptidase y - . 
[Schizosaccharomyces pombe] dbj|BAA25568.1| 
(D865 60) carboxypeptidase Y [Schizosaccharomyces 
pombe] / . * ■ : 


• 0.009 


1646 


7415597 


gi|74 1 5597|dbj|B AA93452 . 1| (AB026494) 
acyltransferase homolog [Gentiana triflora] 




1648 


13541404 


gi| 1354 1404|ref|NP_l 1 1092. 1| DNA helicase 
(superfamily II) [Thermoplasma volcanium] . 
dbj|BAB59714. 1| (AP000992) DNA helicase 
[Thermoplasma volcanium] 




•1649 


6174902 


gi|6 1 74902|sp|Q24767|PER_DROYA PERIOD j 
ORCADIAN PROTEIN pir||S 17286 period clock . : 
protein - fruit fly (Drosophila yakuba) ' ^ 
ernb|GAA43439 1| (X61127) period [Drosophila 

yakuba]"; '-: •" . > v- ;•' ' "' 


0.2 


: ,1650 


14318508 


gi| 1431850 8 jref]NP_ 1 16641 1| Ieslp [Saccharomyces 
cerevisiaej sp|r4J:> /v| i rxx>_i CjJ\<d i . 
HYPOTHETICAL 78,8 KD P ROTEIN IN HS P 1 2- 

trvTIO rMTFROFNTr RFHTON nirll^4$ni6 nrnhahle 

JrLA. 1 1U UN 1 JL^rvV_Jj2/lNlV/ IVEAJlVJrN piIHOHOJ 1U piUl/dUiC 

membrane protein YFL0 13c - yeast (Saccharomyces 
rerevisiae^ emblCAA86347 11 YZ46255Vorf len* 692 
CAI: 0.14 [Saccharomyces cerevisiae] dbj|BAA09225. 1| 
(D50617) YFL013C [Saccharomyces cerevisiae] 


8.8 


1655 


5059950 


gi|5052950|gb|AAD38784.1|AF149422^1 (AF149422) 
unknown ITTomo saoicns 1 «-'"' 


0.000000007 


1660 


2988422 


gi|2988422|gb|AAC39776 : l| (AF016903) agrin ., 
precursor [Homo sapiens] 


,' . 3.4 ■ .'■ :•' 


1661 


14756108 


gi|14756 108|ref]XP_029883. 1 1 EGF-like-domain, 
multiple 4 (Homo sapiens] 


: 5 


: 1664 •" 


10047313 


gi|10047313|dbj|BAB13444.1| (AB046838) KIAA1618 
protein [Homo sapiens] 


o.ooooi • 


1669 


5902048 


gi|59()2048!ref]NP;008974. 1| HIV-1 rev binding protein 
2; Rev interacting protein (Homo sapiens] pir||G02629 
Rev interacting protein Rip-1 - human gb|AAB00557. I| 
(U55766); Rev interacting protein Rip-1 [Homo sapiens] 


0.009 
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• . Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 

NO '. 


ACCESS 

. -u ■ 


;: ; v':- '-. DESCRIPTION 


P VALUE 


1672 


131 22465 


gi|13122465|gb|AAK12639,l|AF317654_l (AF317654) 
O rirotein-roiinled recentor [Homo saniensl 


• .- : "2.4 V ' 


'1673 


72967.52 


gi|7296752|gb|AAF52030. 1| (AE003603) CGI 2 147 
gene product [Drosophila melanogaster] . 


■''VVc; 2.i^-:.' : - :: - 


1681 


-14767950 


gi|1476795()|retlXP_040494.1| nuclear RNA export 
factor 5 [Homo sapiens] emb|CAC20428.1| (AJ277654) 
nndpar pynnrt fhntor 5 rHorno sarMPTKl- 




1684 


14740021 


gi| 1474002 l|reflXP_033953 ,1 1 32575 [Homo sapiens] 
t-pflyP CH954 11 1? 576 IHnmo snntrncl 

lVlJ-/\JT UJJ7JT, 1| JXJ / U ^1 1U.IIIAJ iZ>vl|J 1 t/l J 

ret]XP_033955. 1 1 32577 [Homo sapiens] 


. : •• 2.5 '.rv • 


1685 . 


nS689X8 


gj| 1 3568988|gb|AAK30843, 1 |AF25457 1_1 (AF254571) 

arn\x/th/Hiriferpntiarinn factor 7 TMfn^ rnii^nilii^l 




1694 


106323 


gi| 1 06323 lpir|| A34087 hypothetical protein (LIH 5' ,• 
region) - human 


; 0 005 : ; ;'* : 


1695 


744444? 


gi| /44^^4Zjpir|j i uzut> / gag/poi poiyproiein - maize . . . 
retrotransposon Hopscotch gb| AAA57005 . 1 1 (U 1 2626) 
copia-like retrptransposon Hopscotch polyprotein [Zea 

ii i<xy o ] v • 


0.49 


1696 


13569915 


gi|13569915)rcf|NP_l 12205.1) amnionless protein 
IKomo sapiens] gb|AAK28532.1|AF328788_l ' • 
(AF328788) amnionless [Homo sapiens] 




1697 


13812078 


gi|13812078|ref|NP J 13215 :1| hypothetical protein 
rGiiillardia thetal frblAAF2401 1 1IAF081031 8 • 
(AF08303 1) hypothetical protein [Guillardia theta] 




1699 


462193 


gi|462193|sp|Q06003|GOLI_DROME GOLIATH 
PROTEIN (G 1 PROTEIN) pir||JC 1 495 regulatory : 

nmtpin 1 — -firmi" fl-vf YllrAO C\ thrill O m^l 1T'H r "\ft''"lcl"/Tl 

proiein ui ." iruiL ny \urooopruid. niei<uiug<ioier/ . 
gb|AAA28582. 1| (M97204) goliath protein [Drosophila 
melanogaster] 


■ ■- 93 


1702 


13376638 


gi| 13376638|ref]NPJ)79359. 1 1 hypothetical protein 
FT T71 178 THnrnn <sanien<sl HhilRAR 15001 11 
(AK02478 1) unnamed protein product [Homo sapiens] 


5E-49 ; / 


1705 


,7445803 


gi|7445803|pir||JC5348 cdd4 protein - Clostridium , 
difficile emb|CAA63569. 1 1 (X92982) cdd4 [Clostridium 
difficile] \ - : : f • 


o:28 


1706 


10175016 


gi| 1 01 750 1 6|dbj|BAB06 115 1 1 (AP00 1 5 * - 
BH23 96-unknown [Bacillus halodurans] ; ; ( 




■1709 


3953531 


gi|395353 1 |dbj|BAA34722 1 1 (AB015856) ATF6 > 
[Homo sapiens] ■/".:■■ -" r -v 


9.1 
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' Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) V - 


SEQ ID 
NO 


AGCESS 

; ; . N • 


\ y V / DESCRIPTION ;-:■> 


P VALUE 


1712 


14329676 


gi| 14329676|emb|CAC4065 1 . 1 1 (AJ242782) centaurin/ 
beta [Homo sapiens] >■ V ? 


0.00003 : v 


1714 


10432382 


gi|10432382|emb|CAC10340.1| (AL139421) dJ717I23.1 
(novel protein similar to Xenopus laevis Sojo protein) 
[Homo sapiens] / . ; ■ • 7 • r : 


J%[ 0.00006 • 


17 1 7 


8247357 


gij8247357|emb|eAB92957.1| (AJ40 1026) hypothetical 
protein [Therrrioanaerobacter thermohydrosulfuricus] .' 


1:4 -■■ 


1719 


7487043 


gi|7487043|pir||T08926 hypothetical protein T15N24.50 
- Arabidopsis thaliana emb|GAB77061 ; 1| (AL078465) 
putative protein [Arabidopsis thaliana] 
emb|C AB79515. il (AL 161565) putative protein v > v 
[Arabidopsis thaliana] ^ 


.0.39 


1721 


13507765 


gij l j>3u / /o^jrcijiN Jr Y\jy / i*f. i j sirniiar 10 \j i teases 
[Mycoplasma pneumoniae] sp|P75088|Y024_MYCPN 
PR OR A RT F GTP-RTNDTMG PROTFTN MG024 
HOMOLOG (B01_ORF362) pir||S73454 probable GTP 
binding protein vyaF - Mycoplasma pneumoniae (strain 
ATCC 29342) gb|AAB95776.1| (AE000015) similar to 
. GTPases [Mycoplasma pneumoniae] 




,1725 


11071788 


gi|l 1071 788|etnb|CAC 14632.11 (AL449144) 
hypothetical protein P2 14.26 [Leishmania major] 




1727 


14325595 


gi|14325595|dbj|BAB60498. 1| (AP000996) hypothetical 
protein [Thermopiasma volcanium| 
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Table 3B Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQID 
NO 


ACCESS 
N 


'•;.':•■,'>. DESCRIPTION .... ■ aav' 


; P VALUE 


1728 


6498442 


gi|6498442|dbj|BAA87845. li (AP0008 15) OSTs 
AU081301(E20138),C99280(E10593) correspond to a 
region of the predicted gene. - Similar to Arabidopsis 
thaliana chromosome II BAC T26B15 genomic 
sequcncc,unknovvn protein. (AC004681) [Oryza sativa] 
dbj|BAB0G648.2| (AP002804) ESTs ;[. y 
AU08 1 30 1 (E20 1 38),C99280(E 1 0593) correspond to a 
region of the predicted gene. -Similar to Arabidopsis 
thaliana chromosome II BAG T26B 15 genomic _ 
sequence; unknown protein (AC00468 1 ) [Oryza sativa] 
dbj|BAB 1 7744. 1 1 (AP002862) contains ESTs • 

Arabidopsis; thaliana chromosome 2, ; 
F12C20. 11 -unknown protein [Oryza sativa] 
dbj|BAB441 18.1| (AP003 103) contains EST«f 
AU081301(E2dl38),C99280(E10593)~simU ; 
Arabidopsis thaliana; chromosome 2, . '• ;V'V '" : -- ;f ^; : 
F12C20. 1 l~unknown protein [Oryza sativa] 




1741 


11467083 


gi| 1 1 467083|reflNP_042559. 1 1 N ADH dehydrogenase, 
subunit 3 [Acanthamoeba caste Hami] . 
sp|Q37382|NU3M_ACACA NADH-UBIQU1NONE I 
nYinnppni iptasf Chain \ niriiss^xfiO nadh 
dehydrogenase (ubiquinone) (EC 1.6.5.3) chain 3 - 
Acanthamoeha. castellanii mitochondrion 
gb|AAD 11852.11 (U12386) NADH dehydrogenase, 
subunit 3 [Acanthamoeba castellanii] 


•-.; .• '\ \ .•• v '- 
• ';.: : . . : 5": ' 


1742 


12843826 


gi| 1 2 843 82 6|dbj |B AB26 1 2 8 . 1 1 (AK009187) putative 
J [Mus musculus] ^ ^ 


0.00000002 


1743 


4928550 


gi|4928550|gb|AAD33.637.1| (AF 133876) DBL alpha 
protein [Plasmodium falciparum] 


6.2 


.1744 


6503033 


gi(65 03 03 3 |gb| AAF 1 4557; l|AF176666_i (AF 176666) 
F-box leucine-rich repeat protein 5 [Xenopus laevis] 




1745. 


.6562750 


gi|6562750|emb|CAB62889. 1| , (AL035475) hypothetical 
protein, MAL4P2. 48 [Plasmodium falciparum] • 


. : , f f|--:. : :- 8.9 


175(T 


7498998 


gi|7498998|pir||T 16057 hypothetical protein F13D1 1,2 - 
Caendrhabditis elegans 


.' ; : ' ' 5.4 - '• 


•1751 


6939792 


: gi|6939792|dbjlBAA9p 1 1 (AB03 7920) HA-17 
■;: .^-'-i : 5 x : & [Clostridium botulinum | • v 


7.3 ■-"•■•VT;; : 
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Table 3B . Nearest Neighbor (BlastX vs. Non-Redundant Proteins) 


SEQ ID 


ACCESS 

; ; ..;n . 


DESCRIPTION 


P VALUE 


•V 1754 


14195008 


gi| 1 4 1 95008|spjQ9JI55|PLE I_CRIGR PLECTIN 1 
(PLTN) (PCN) (300-KDA INTERMEDIATE : 
FILAMENT-ASSOCIA TED PROTEIN) (IFAP300) ; 
gb|AAF7p372.1J (AF260753) plectin [Cricetulus ; 
griseusl . ■ J y-" K ; ' ' : ' '•- ■■ 


< : • 1.6 : ^:;\.[ 


' 1756 


74519 


gi|74519|pir||GNWVR4 structural polyprotein - rubella 
virus (strain Therien) . 




1760 


6324076 


gi|6324076|reflNP_0 1 4.1 46 . 1 1 Ynl253wp ■ . 
Kaccharomvces cerevisiael sdIP5385 1IYNZ3 YEAST 
HVPOTITCTICAL 47 2 KD PROTEIN IN SIP3- : V ; 
MRPL30 INTERGENIC REGIOH pir||S63226 ; ; ) 
hypothetical protein YNL25 3 w - yeast (Saccharomyces 
cerevisiae) 'emb|CAA65491 . 1| (X96722) ORF N0860 
[Saccharomyces cerevisiae] emb|C AA96 1 60 . 1 1 : . T ^ 
(Z71529) ORF YNL253w [Saccharomyces cerevisiae] 


3.6 


1762 


1708682 


gi| 1708082|sp|P50900|GUX2_CLOSR ; ' ■:: • J 
EXOGLUCANASE II PRECURSOR AZ;:/^^ 
(EXOCELLOBIOHYDROLASE II) ( 1 ,4-BETA- 
CELLOB IOHYD ROLAS E II) (AVICELASE II) 
emb|CAA93280.1| (Z69359) avicelase II [Clostridium 
stercorarium] • ' / 


1.9 . 


1765 


2224838 


gi|2224838|emb|CAA45388. 1 1 (X63974) putative :=\h, 
protein-tyrosine phosphatase [Rhodobacter capsulatus] 


■'v-. :: :- : -'5.2---:. : ■ 


. 1768 


6513773 


gi|6513773|gb|AAF14748.1|AFl97756_l (AF 197756) 
maturase [Hedyosmum arborescens] 


; 0.63 ' , 


1775 


14732870 


gi|14732870|ref]XP_0290 18,1) hypothetical protein . 
FLJ 10647 [Homo sapiens] reflXP_001969.2| 
hypothetical protein FLJ 10647 [Homo sapiens] 


' 1.3 "• v 


1779 


7521942 


gi|7521942|pir||T29096 gag polyprotein - murine . 
endogenous retrovirus ERV-L emb|CAA73250. 1| ; 
(Y12713) Gag polyprotein [Mus musculus] 


0.071 


'1785 \ 


7508408 


gi|75q8408|pir||T25251 hypothetical protein T24H 10 A- 
Caenorhabditis elegans emb|CAA90944. 1 1 (Z542 16) 
T24H10.4 [Caenorhabditis elegans] 


2.9 ' 


:tl788 ' 


7460247. 


gi|7460247|pir||B71612 hypothetical protein PFB0555c -r 
malaria parasite (Plasmodium falciparum) 
gb|AAC71900:l| (AE00 1402) hypothetical pro^^^ 
[Plasmodium falciparum] ■ : , 
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